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DNA, COMPLEX, DNA-BINDING 
PROTEIN, PROTEIN/DNA 
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DEVELOPMENT, 2 SPECIFICITY 
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WITHCYS 39 ISAN 3 
REPLACED BY SER AND 
RESIDUES 1 -6 DELETED 
(C39S,DEL 1-6) ISAN 4 (NMR, 20 ! 
! STRUCTURES) ISAN 5 


PHAGE 434 CRO PROTEIN; 
CHAIN: NULL; , 


GENE REGULATING PROTEIN 
CRO PROTEIN 2CRO 4 


ANTENNAPEDIA PROTEIN; 
CHAIN: A, B; DNA; CHAIN: C, 
D,E,F; 




DNA-BINDING PROTEIN 
ANTENNAPEDIA PROTEIN 
(HOMEODOMAIN) MUTANT 
WITHCYS 39 1AHD 3 .; 
| REPLACED BY SER (C39S) 
' COMPLEX WITH DNA (NMR, 
1 1AHD 4 16 STRUCTURES) 1AHD 


HOMEOBOX PROTEIN HOX-B 1 ; 
CHAIN: A; PBX1 ; CHAIN: B; 
DNA CHAIN: D; DNA CHAIN: E; | 
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PROTEIN IV; CHAIN: A; 
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MUSCLE PROTEIN CTNC; CARDIAC, I 
MUSCLE PROTEIN, REGULATORY, 
CALCIUM BINDING I 


MUSCLE PROTEIN CTNC; CARDIAC, 1 
MUSCLE PROTEIN, REGULATORY, 
CALCIUM BINDING | 


1 MUSCLE PROTEIN CTNC; CARDIAC, 1 
MUSCLE PROTEIN, REGULATORY, ! 
I CALCIUM BINDING I 


CALCIUM-BINDING PROTEIN 1 
CALMODULIN CERIUM TR1C- 
DOMAIN, RESIDUES 1 - 75; CERIUM- 
LOADED, CALCIUM-BINDING ! 
PROTEIN 


[ CALCIUM-BINDING CNTNC; 
CALCIUM-BINDING, REGULATION, 
TROPONIN C, CARDIAC MUSCLE 2 

| CONTRACTION 


HYDROLASE CALCINEURIN; 
HYDROLASE, PHOSPHATASE, 
IMMUNOSUPPRESSION 


MUSCLE CONTRACTION MUSCLE 
CONTRACTION, CALCIUM- 
ACTIVATED, TROPONIN, E-F HAND 
2 CALCIUM-BINDING PROTEIN 


CALCIUM-BINDING PROTEIN 
SNTNC; CALCIUM-BINDING, 
REGULATION, TROPONIN C, 
SKELETAL MU^gtfcfly^ ~' 
' CONTRACTION 


! MUSCLE PROTEIN MDE; MUSCLE | 
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TROPONIN C; CHAIN: NULL; j 


TROPONIN C; CHAIN: NULL; 


TROPONIN C; CHAIN: NULL; 


CALMODULIN; CHAIN: NULL; 


CARDIAC N-TROPONIN C; 
CHAIN: NULL; 


SERINE/THREONINE 
PHOSPHATASE 2B; CHAIN: A, 
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TROPONIN C; CHAIN: A, B; 


N-TROPONIN C; CHAIN: NULL; 
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PROTEIN 


CALCIUM BINDING CALCIUM 
BINDING 
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i 








CALCIUM-BINDING PROTEIN 
CALMODULIN APO UttC-DOMAIN; 
ICMF 9 


STRUCTURAL PROTEIN HELIX- 
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CALCIUM-BINDING PROTEIN; 
CHAIN: NULL; 


CALCIUM-BINDING PROTEIN 
CALMODULIN COMPLEXED 
WITH CALMODULIN-BINDING 
DOMAIN OF ICDM 3 1 
CALMODULIN-DEPENDENT 
PROTEIN KINASE II 1 CDM 4 


CALCIUM-BINDING PROTEIN 
: CALMODULIN COMPLEXED 

WITH CALMODULIN-BINDING 

DOMAIN OF ICDM 3 '< 
' CALMODULIN-DEPENDENT 

PROTEIN KINASE II I CDM 4 I 


CALCIUM-BINDING PROTEIN 
CALMODULIN COMPLEXED 
WITH CALMODULIN-BINDING 
DOMAIN OF I CDM 3 
CALMODULIN-DEPENDENT 
PROTEIN KINASE 11 ICDM 4 


CALCIUM-BINDING PROTEIN 1 
CALMODULIN (VERTEBRATE) 1 
ICLL 3 | 


CALCIUM-BINDING PROTEIN 
CALMODULIN (VERTEBRATE) 
ICLL 3 


CALCIUM-BINDING PROTEIN j 
CALMODULIN (VERTEBRATE) | 
ICLL 3 


CALMODULIN (VERTEBRATE); 
! ICMF 6 CHAIN: NULL; ICMF 7 
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CALMODULIN, CALCIUM BINDING, 
HELIX-LOOP-HELIX, SIGNALLING, 2 
COMPLEX(CALCIUM-BINDING 
PROTEIN/PEPTIDE) 


MUSCLE PROTEIN MYOSIN, 
CALCIUM BINDING PROTEIN, 
MUSCLE PROTEIN 


MUSCLE PROTEIN MYOSIN, 
CALCIUM BINDING PROTEIN, 
MUSCLE PROTEIN 


CALCIUM-BINDING PROTEIN CTNC; 
CARDIAC, MUSCLE, REGULATORY, f 
CALCIUM-BINDING PROTEIN 1 








! TRANSFERASE ATP: AMP - 
! PHOSPHOTRANSFERASE, 
! TRANSFERASE 








Coumpound 




CALMODULIN; CHAIN: A; 
RS20; CHAIN: B; 


SCALLOP MYOSIN; CHAIN: A, ! 

i 


SCALLOP MYOSIN; CHAIN: A, ! 
B,C; j 


TROPONIN C; CHAIN: NULL; 


CALCIUM BINDING CALCIUM- 
BINDING PARVALBUMIN 
(SP*I=425) 4CPV3 




TRANSFERASE URIDYLATE 
KINASE (E.C.2.7.4.-) 
COMPLEXED WITH ADP AND 
AMP 1UKZ3 


| ADENYLATE KINASE; CHAIN: 
A, B; 
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HYDROLASE HYDROLASE, BETA- 
LACTAMASE, ANTIBIOTIC, 
METALLOENZYME 




OXIDOREDUCTASE 
OXIDOREDUCTASE, 
METALLOPROTEIN, FE{II) 
COMPLEX, CATECHOL ! 


OXIDOREDUCTASE 
OXIDOREDUCTASE, 
METALLOPROTEIN, FE(II) : 
COMPLEX, CATECHOL 


HYDROLASE PHOSPHOLIPASE C; 
ZINC PHOSPHOLIPASE C s 
GANGRENE DETERMINANT, C2 
DOMAIN, CA 2 AND MEMBRANE 
BINDING, HYDROLASE 
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OXIDOREDUCTASE 15LOX; 
OXIDOREDUCTASE, 15LO DEPOT2 


OXIDOREDUCTASE 15LOX; j 
OXIDOREDUCTASE, 1 5LO„DEPOT2 | 


DIOXYGENASE L-1; DIOXYGENASE, ! 
LIPOXYGENASE, 1 
METALLOPROTEIN, FATTY ACIDS ! 


DIOXYGENASE L-1; DIOXYGENASE, \ 
LIPOXYGENASE, 
| METALLOPROTEIN, FATTY ACIDS 
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METALLO BETA-LACTAMASE 
II; CHAIN: A, B; 
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S3 


! LIPOXYGENASES CHAIN: 
i NULL; 

! 1 


s' 
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j TRIACYLGLYCEROL ACYL- 
1 HYDROLASE; CHAIN: A, C; 
COLIPASE; CHAIN: B, D 


15-LIPOXYGENASE; CHAIN: 
NULL; 
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LIP OXYGENASE- 1 ; CHAIN: 
NULL; 


; LIPOXYGENASE- 1 ; CHAIN: 
NULL; 
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f PROTEIN 1 


SUGAR BINDING PROTEIN NGAL; 
NEUTROPHIL LIPOCALIN, SIGNAL 
PROTEIN, GLYCOPROTEIN 




LIPID BINDING PROTEIN A2U- 
GLOBULIN, LIPID BINDING 
PROTEIN 


LIPID BINDING PROTEIN A2U- 
GLOBULIN, LIPID BINDING 
PROTEIN I 


LIPID BINDING PROTEIN A2U- i 
GLOBULIN, LIPID BINDING J 
PROTEIN | 




COMPLEX (VIRAL j 
CAPSID/IMMUNOGLOBULIN) HIV-1 | 
CA, HIV CA, HIV P24, P24; FAB, FAB \ 
LIGHT CHAIN, FAB HEAVY CHAIN 
COMPLEX (VIRAL 1 
CAPSID/IMMUNOGLOBULIN), HIV, j 
CAPSID PROTEIN, 2 P24 i 
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HUMAN IMMUNODEFICIENCY 
VIRUS TYPE 1 CAPSID CHAIN: 
A, B; ANTIBODY FAB25.3 
FRAGMENT; CHAIN: H, K, L, M; 


HLA-A 0201 ; CHAIN: A; BETA-2 
MICROGLOBULIN; CHAIN: B; 
TAX PEPTIDE; CHAIN: C; T 
CELL RECEPTOR ALPHA; 
CHAIN: D; T CELL RECEPTOR 
BETA; CHAIN: E; 


FAB B7-I5A2; CHAIN: L, H; 
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PROPENSITY TO CRYSTALLIZE, 3 j 
IMMUNOGLOBULIN J 


COMPLEX (MHC/VIRAL 
PEPTIDE/RECEPTOR) HLA A2 
HEAVY CHAIN; COMPLEX 
(MHC/VIRAL PEPTIDE/RECEPTOR) 


COMPLEX (MHC/VIRAL ! 
PEPTIDE/RECEPTOR) HLA A2 | 
HEAVY CHAIN; COMPLEX 
(MHC/VIRAL PEPTIDE/RECEPTOR) 


• 

1 
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CATALYTIC ANTIBODY 
CATALYTIC ANTIBODY 6D9 
CATALYTIC ANTIBODY, ESTER 
HYDROLYSIS, ESTEROLYTIC, FAB. 
2 IMMUNOGLOBULIN 




IMMUNOGLOBULIN INTACT 
IMMUNOGLOBULIN V REGION C 
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HLA-A 0201; CHAIN: A; BETA-2 
MICROGLOBULIN; CHAIN; B; 
TAX PEPTIDE; CHAIN: C; T 
CELL RECEPTOR ALPHA; 
CHAIN: D; T CELL RECEPTOR 
BETA; CHAIN: E; 


HLA-A 0201 ; CHAIN: A: BETA-2 
MICROGLOBULIN; CHAIN: B; 
TAX PEPTIDE; CHAIN: C; T 
CELL RECEPTOR ALPHA; 
CHAIN: D; T CELL RECEPTOR 
BETA; CHAIN: E: 


IMMUNOGLOBULIN 3D6 FAB ! 
i IDFB 3 
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1 ANTIBODY 4D5, VERSION 4 
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SIGNAL TRANSDUCTION SON OF j 
SEVENLESS; PLECKSTRIN, SON OF I 
SEVENLESS, SIGNAL 
TRANSDUCTION i 


SIGNAL TRANSDUCTION IRS-1 ; J 
BETA-SANDWHICHj SIGNAL 
TRANSDUCTION 


HYDROLASE CALB DOMAIN; 
HYDROLASE, C2 DOMAIN, CALB 
DOMAIN j 


• 

1 

1 




GTPASE ACTIVATION GAP-334, 
GAPETTE; GTPASE ACTIVATION, 
RAS, GAP, SIGNAL TRANSDUCTION, 
GROWTH 2 REGULATIOK CANCER 


GTPASE ACTIVATION GAP-334, 
GAPETTE; GTPASE ACTIVATION, 
RAS, GAP, SIGNAL TRANSDUCTION, 
GROWTH 2 REGULATION, CANCER 




RNA-BINDING PROTEIN/RNA TRA 

PRE-MRNA; SPLICING 

REGUL ATION, RNP DOMAIN, RNA 


13 
9 
o 
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WITH LEU GLU (H1S)6 ADDED 
TO THE C TERMINUS IPLS 4 
(INS(G105-LEHHHHHH)) (NMR, 
25 STRUCTURES) IPLS 5 


SOS 1; CHAIN: NULL; 


INSULIN RECEPTOR 
SUBSTRATE 1; CHAIN: A, B; 


PHOSPHOLIPASE A2; CHAIN: 
NULL; 


CALCIUM/PHOSPHOLEPID 
BINDING PROTEIN 
SYN APTOTAGMIN I (FIRST C2 
DOMAIN) (CALB) IRSY 3 


CALCIUM/PHOSPHOLIPID 
BINDING PROTEIN 
S YNAPTOTAGMIN 1 (FIRST C2 
DOMAIN) (CALB) IRSY 3 


P120GAP; CHAIN: NULL; 


P120GAP; CHAIN: NULL; 
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BINDING DOMAIN j 


RIBONUCLEOPROTEIN UlAl 17; 
RIBONUCLEOPROTEIN, RNP 1 
DOMAIN, SPLICEOSOME 


STRUCTURAL PROTEIN PROTEIN 
C23; RNP, RBD, RRM, RNA BINDING 
DOMAIN, NUCLEOLUS 


NUCLEAR PROTEIN 
HETEROGENEOUS NUCLEAR 
RIBONUCLEOPROTEIN Al, 
NUCLEAR PROTEIN, HNRNP, RBD, 
RRM, RNP, RNA BINDING, 2 
RIB ONUCLEOPROTEIN 


NUCLEAR PROTEIN 
HETEROGENEOUS NUCLEAR 
RIBONUCLEOPROTEIN Al, 
NUCLEAR PROTEIN, HNRNP, RBD, 
RRM, RNP, RNA BINDING, 2 
RIBONUCLEOPROTEIN 


NUCLEAR PROTEIN 
HETEROGENEOUS NUCLEAR 
RIBONUCLEOPROTEIN Al, 
NUCLEAR PROTEIN, HNRNP, RBD, 
RRM, RNP, RNA BINDING, 2 
RIBONUCLEOPROTEIN , 


RNA BINDING PROTEIN RNA- ; 
BINDING DOMAIN 


RNA BINDING PROTEIN RNA- 
BINDING DOMAIN 


RNA BINDING PROTEIN RNA- 
BINDING DOMAIN 
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Ul SMALL NUCLEAR 
RIBONUCLEOPROTEIN A; 
CHAIN: NULL; 


NUCLEOLIN RBD2; CHAIN: A; 


HNRNP Al; CHAIN: NULL; 


HNRNP Al; CHAIN: NULL; 
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HETEROGENEOUS NUCLEAR 
RIBONUCLEOPROTEIN DO; ! 
CHAIN: A; 


HETEROGENEOUS NUCLEAR 
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CHAIN: A; 


HETEROGENEOUS NUCLEAR 
RIBONUCLEOPROTEIN DO; 
CHAIN: A; 
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RIBONUCLEOPROTEIN PTB t PTB- 
CI98, HETEROGENEOUS NUCLEAR 
POLYPYRIMIDINE TRACT BINDING 
PROTEIN, RNP, RNA, SPICING, 2 
TRANSLATION 






RNA BINDING PROTEIN RNA- 
BINDING DOMAIN 


RNA BINDING PROTEIN RNA- 
BINDING DOMAIN 
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RNA-BINDING DOMAIN RNA- 
BINDING DOMAIN, ALTERNATIVE 
SPLICING 


RNA-BINDING DOMAIN RNA- 
BINDING DOMAIN, ALTERNATIVE 
SPLICING 


RNA-BINDING PROTEIN SPLICING, 


Comnpound 


POLYPYRIMIDINE TRACT- 
BINDING PROTEIN; CHAIN: A; 


RNA-BINDING PROTEIN SEX- 
LETHAL PROTEIN (C- 
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(RBD-2X RESIDUES 199 - 294 ! 
PLUS N-TERMINAL MET) ISXL 
4 (NMR, 17 STRUCTURES) ISXL 
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RNA-BINDING PROTEIN SEX- 
LETHAL PROTEIN (C- 
TERMENUS, OR SECOND RNA- 
BINDING DOMAIN ISXL 3 
(RBD-2), RESIDUES 199-294 
PLUS N-TERMINAL MET) ISXL 
4 (NMR, 1 7 STRUCTURES) ISXL 
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MUSASHIl; CHAIN: A; 


MUSASHIl; CHAIN: A; 


MUSASHIl; CHAIN: A; 
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NULL; 


SEX-LETHAL PROTEIN; CHAIN: 
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HNRNP Al, UPl; COMPLEX 
(RIBONUCLEOPROTEIN/DNA), 
HETEROGENEOUS NUCLEAR 2 
RIBONUCLEOPROTEIN Al 




RNA BINDING DOMAIN RNA 
BINDING DOMAIN, RBD, RNA 
RECOGNITION MOTIF, RRM, 2 
SPLICING INHIBITOR, 
TRANSLATIONAL INHIBITOR, SEX 3 
DETERMINATION, X CHROMOSOME 
DOSAGE COMPENSATION 


RNA BINDING DOMAIN RNA 
BINDING DOMAIN, RBD, RNA 
RECOGNITION MOTIF, RRM S 2 
SPLICING INHIBITOR, 
TRANSLATIONAL INHIBITOR, SEX 3 j 
DETERMINATION, X CHROMOSOME 
DOSAGE COMPENSATION 




COMPLEX (ZINC FINGER/DNA) 
COMPLEX (ZINC FINGER/DNA), 
ZINC FINGER, DNA-BINDING 
PROTEIN 
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(TRANSCRIPTION 

REGULATION/DNA), RNA i 
POLYMERASE IE, 2 j 
TRANSCRIPTION INITIATION, ZINC 
FINGER PROTEIN 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA), RNA 
POLYMERASE ni, 2 
TRANSCRIPTION INITIATION, ZINC 
FINGER PROTEIN 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA), RNA 
POLYMERASE HL^^^r ~~ 
TRANSCRIPTION WmATLON, ZINC 
FINGER PROTEIN 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING- YANG 1; 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YYl , ZINC 2 
FINGER PROTEIN, DNA-PROTETN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING- YANG 1; 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YYI S ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
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YYl; CHAIN: C; ADENO- 
ASSOC1ATED VIRUS P5 
INITIATOR ELEMENT DNA; 
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YYl; CHAIN: C; ADENO- 
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INITIATOR ELEMENT DNA; ! 
CHAIN: A, B; 1 
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PDB annotation J 


REGULATION/DNA) YING-YANG i; 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YYl, ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX ! 
(TRANSCRIPTION j 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING-YANG 1; 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YYl , ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING-YANG 1; 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YYl, ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 
> REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
1 REGULATION/DNA) YING-YANG 1; 
, TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YYl, ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING-YANG 1; 
TRANSCRIPTION INITLATION. 
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YYl; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; , 


YYl; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
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FDB annotation 


INITIATOR ELEMENT, YY 1 , ZINC 2 j 
FINGER PROTEIN, DNA-PROTEIN j 
RECOGNITION, 3 COMPLEX ] 
(TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPT! ON 
REGULATION/DNA) YING-YANG 1; 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YY1, ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA) 


TRANSCRIPTION REGULATION 
TRANSCRIPTION REGULATION, 
1 ADR 1 , ZINC FINGER, NMR 


COMPLEX (DNA-BINDING j 
PROTEIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 


COMPLEX (DNA-BINDING 
PROTEIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 


COMPLEX (DNA-BINDING 
PROTCIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 


COMPLEX (DNA-BINDING 
PROTEIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 
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YY1; CHAIN: C; ADENO- 
ASSOOATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 


ADR1; CHAIN: NULL; 


ZINC FINGER PROTEIN GLIl ; i 
CHAIN: A; DNA; CHAIN: C, D; 


ZINC FINGER PROTEIN GLIl; 
CHAIN: A; DNA; CHAIN: C, D; 


ZINC FINGER PROTEIN GLIl ; 
CHAIN: A; DNA; CHAIN: C 3 D; 


ZINC FINGER PROTEIN GLI I ; 
CHAIN: A; DNA; CHAIN: C, D; 


ZINC FINGER PROTEIN GLIl ; 
CHAIN: A; DNA; CHAIN: C, D; i 
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GLI, ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 


COMPLEX (DNA-BINDING 
PROTEIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 


COMPLEX (DNA-BINDING 
PROTEIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 
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TRANSCRIPTION 3 FACTOR 1 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) GABP ALPHA; 
GABPBETAI; COMPLEX 
{TRANSCRIPTION 

REGULATION/DNA), DNA-BINDING, { 
2 NUCLEAR PROTEIN, ETS DOMAIN, 
ANKYRIN REPEATS, 1 
TRANSCRIPTION 3 FACTOR 


TUMOR SUPPRESSOR TUMOR 
SUPPRESSOR, CDK4/6 INHIBITOR, 
ANKYRIN MOTIF 


COMPLEX (KINASE/ANTI- 
ONCOGENE) CDK6; P16INK4A, j 
MTSl; CYCLIN DEPENDENT 1 
KINASE, CYCLIN DEPENDENT 
KINASE INHIBITORY 2 PROTEIN, 
CDK, INK4, CELL CYCLE, MULTIPLE 
TUMOR SUPPRESSOR, 3 MTSl, 
i COMPLEX (KINASE/ANTI- 
ONCOGENE) HEADER 


COMPLEX (INHIBITOR 
PROTEIN/KINASE) INHIBITOR 
PROTEIN, CYCLIN-DEPENDENT 
KINASE, CELL CYCLE 2 CONTROL, 
ALPHA/BETA, COMPLEX 
(INHIBITOR PROTEIN/KINASE) 


COMPLEX (INHIBITOR 
PROTEIN/KINASE) INHIBITOR 
PROTEIN, CYCLIN-DEPENDENT ! 
KINASE, CELL CYCLE 2 CONTROL, 
ALPHA/BETA. COMPLEX 
(INHIBITOR PROTEIN/KINASE) 


HORMONE/GROWTH FACTOR P18- 
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B . 
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a 




GA BINDING PROTEIN ALPHA; 
CHAIN: A; GA BINDING 
PROTEIN BETA I ; CHAIN; B; 
DNA; CHAIN: D, E; 


P19INK4D CDK4/6 INHIBITOR; 
CHAIN: NULL; ! 

1 


CYCLIN-DEPENDENT KINASE 
6; CHAIN: A; MULTIPLE 
TUMOR SUPPRESSOR; CHAIN: 
B; 


go 
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CYCLIN-DEPENDENT KINASE 
6; CHAIN: A; P19INK4D; CHAIN: 
B; 


CYCLIN-DEPENDENT KINASE 
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INK4C; CELL CYCLE INHIBITOR, 
P18INK4C, TUMOR, SUPPRESSOR, 
CYCLIN- 2 DEPENDENT KINASE, 
HORMONE/GROWTH FACTOR 


SIGNALING PROTEIN HELIX-TURN- j 
HELIX, ANKYRIN REPEAT 


CELL CYCLE INHIBITOR P 1 8- 
INK4C{INK6); CELL CYCLE 
INHIBITOR, P18-INK4C(INK6), 
ANKYRIN REPEAT, 2 CDK 4/6 
INHIBITOR 


CELL CYCLE INHIBITOR PI 8- 
INK4C(INK6); CELL CYCLE 
INHIBITOR, P 1 8-INK4C(INK6), 
ANKYRIN REPEAT, 2 CDK 4/6 
INHIBITOR 


ANK-REPEAT MYOTROPHIN, 
ACETYLATIONj NMR, ANK-REPEAT 




SIGNALING PROTEIN RUB 1 , i 
UBIQUITIN-LIKE PROTEIN, i 
ARABIDOPSIS, SIGNALING 
PROTEIN 


DE NOVO PROTEIN PROTEIN 
DESIGN, HYDROPHOBIC CORE, 
PACKING, ROTAMERS, ROC, 2 
UBIQUITIN, DE NOVO PROTEIN, 
UBIQUITIN 


SIGNALING PROTEIN NEDD8; 
NEDD8, NEDD-8, UBIQUITIN-LIKE 5 
PROTEOLYSIS, SIGNALING 2 
PROTEIN 




Coumpound 


6 INHIBITOR; CHAIN: A; 


CYCLIN-DEPENDENT KINASE 
4 INHIBITOR B; CHAIN: A; 


CYCLIN-DEPENDENT KINASE 
6 INHIBITOR; CHAIN: A. B; 


CYCLIN-DEPENDENT KINASE 
6 INHIBITOR; CHAIN: A, B; 


MYOTROPHIN; CHAIN: NULL 




UBIQUITIN-LIKE PROTEIN 7, 
RUB I; CHAIN: A; 


1D8 UBIQUITTN; CHAIN: A; 
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D 2 


UBIQUITIN TETRAUB I QUITIN 
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D score 
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UBIQUITIN UBIQUITIN, DESIGNED 
CORE MUTANT 


TRANSCRIPTION TUMOR 
SUPPRESSOR, CANCER, UBIQUITIN, 
BETA SANDWICH, 2 
TRANSCRIPTION, 
TRANSCRIPTIONAL ELONGATION 




MATRIX PROTEIN M-PMV MA 
MATRIX PROTEIN, CORE PROTEIN, 
POLYPROTEIN, MYRISTYLATION 


MATRIX PROTEIN M-PMV MA 
MATRIX PROTEIN, CORE PROTEIN, 
POLYPROTEIN, MYRISTYLATION 




ENDOCYTOSIS/EXOCYTOSIS 

NSEC 1 ; PROTEIN-PROTEIN I 

COMPLEX, MULTI-SUBUNIT ! 




O O f 

£2 a o 




MUSCLE PROTEIN CTNC; CARDIAC, 
MUSCLE PROTEIN, REGULATORY, 
CALCIUM BINDING 


MUSCLE PROTEIN CTNC; CARDIAC. 
MUSCLE PROTEIN, REGULATORY, 
CALCIUM BINDING 


CALCIUM-BINDING PROTEIN 
CALMODULIN CERIUM TR1C- 
DOMAIN, RESIDUES 1 - 75; CERIUM- 
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CHROMOSOMAL PROTEIN 
UBIQUITIN 1UBI 3 


UBIQUITIN CORE MUTANT 
ID7; CHAIN: A; 
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Ed Ed g 




M-PMV MATRIX PROTEIN; 
CHAIN: NULL; 


M-PMV MATRIX PROTEIN; 
CHAIN: NULL; 




SYNTAXIN BINDING PROTEIN 
I; CHAIN: A; SYNTAXIN 1A; 
CHAIN: B; 




SYNTAXIN BINDING PROTEIN 
1; CHAIN: A; SYNTAXIN I A; 
CHAIN: B; 
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TROPONIN C; CHAIN: NULL; 


CALMODULIN; CHAIN: NULL; 
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LOADED, C ALQUM-B ENDING 
PROTEIN 


CALCIUM-BINDING CNTNC; 1 
CALCIUM-BINDING, REGULATION, 
TROPONIN C, CARDIAC MUSCLE 2 1 
CONTRACTION 


HYDROLASE CALCINEURJN; 
HYDROLASE, PHOSPHATASE, 
IMMUNOSUPPRESSION 


1 

u ^ g 
w pf fc 

GO C/3 P 

< < 00 

J o 

ill 


CALCIUM-BINDING CALCIUM- 
BINDING, MYRJSTOYLATION, 
NEURONAL SPECIFIC GUANYLATE 
2 CYCLASE ACTIVATOR 


1 CALCIUM-BINDING CALCIUM- 
i BINDING, MYRISTOYLATION, 
1 NEURONAL SPECIFIC GUANYLATE ; 
2 CYCLASE ACTIVATOR 


CALCIUM-BINDING CALCIUM- 
BINDING, MYRISTOYLATION, 
NEURONAL SPECIFIC GUANYLATE 
2 CYCLASE ACTIVATOR 








c 
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CARDIAC N-TROPONIN C; 
CHAIN: NULL; 


SERINE/THREONINE 
PHOSPHATASE 2B; CHAIN: A, 
B; 
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g CN 
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2 o 


NEUR0CALCIN DELTA; 
CHAIN: A, B; 
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si 


NEUROCALCIN DELTA; 
CHAIN: A, B; 


CALCIUM-BINDING PROTEIN 
CALMODULIN COMPLEXED 
WITH CALMODULIN-BINDING 
DOMAIN OF ICDM 3 
CALMODULIN-DEPENDENT 
PROTEIN KINASE E ICDM 4 


CALCIUM-BINDING PROTEIN 
CALMODULIN (VERTEBRATE) 
1CLL3 


CALCIUM-BINDING PROTEIN 
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CALMODULIN, CALCIUM BINDING. 
HELIX-LOOP-HELIX, SIGNALLING, 2 
COMPLEX(CALCIUM-BINDING 
PROTEIN/PEPTIDE) 


CALMODULIN, CALCIUM BINDING, 
HELIX -LOOP-HELIX, SIGNALLING, 2 
COMPLEX(CALCIUM-BINDING 
PROTEIN/PEPTEDE) 


CALMODULIN, CALCIUM BINDING, 
HELIX-LOOP-HELIX, SIGNALLING, 2 
COMPLEX(CALCIUM-B INDING 
PROTEIN/PEPTIDE) 


MUSCLE PROTEIN MYOSIN, 
CALCIUM BINDING PROTEIN, 
MUSCLE PROTEIN 
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CALCIUM-BINDING PROTEIN CTNC; f 
CARDIAC, MUSCLE, REGULATORY, j 
CALCIUM-BINDING PROTEIN 




COMPLEX (ZINC FINGER/DNA) 
COMPLEX (ZINC FINGER/DNA), 
ZINC FINGER, DNA-BINDING 
PROTEIN 


COMPLEX (ZINC FINGER/DNA) 
COMPLEX (ZINC FINGER/DNA), 
ZINC FINGER, DNA-BINDING 
PROTEIN 
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FRAGMENT COMPRISING 
RESIDUES 78 - 148 ITRC 3 OF 
THE INTACT MOLECULE) ITRC 
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CALMODULIN; CHAIN; A; 
RS20; CHAIN: B; 


CALMODULIN; CHAIN: A; 
RS20; CHAIN: B; , 


CALMODULIN; CHAIN: A; 
RS20; CHAIN: B; | 


SCALLOP MYOSIN; CHAIN: A, 


TROPONIN C; CHAIN: NULL; 


TROPONIN C; CHAIN: NULL; 




QGSR ZINC FINGER PEPTIDE; 
CHAIN: A; DUPLEX 
OLIGONUCLEOTIDE BINDING 
SITE; CHAIN: B, C; 


QGSR ZINC FINGER PEPTIDE; ' 
CHAIN: A; DUPLEX 
OLIGONUCLEOTIDE BINDING 
SITE; CHAIN: B, C; 
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COMPLEX (ZINC FINGER/DNA) 
COMPLEX (ZINC FINGER/DNA), 
ZINC FINGER, DNA-BINDING 
PROTEIN ^ 


COMPLEX (ZINCFlS^R/DNA) 
COMPLEX (ZINC FINGER/DNA), 
ZINC FINGER, DNA-BINDING 
PROTEIN 


COMPLEX (ZINC FINGER/DNA) 
COMPLEX (ZINC FINGER/DNA), 
ZINC FINGER, DNA-BINDING j 
PROTEIN ! 


COMPLEX (ZINC FINGER/DNA) | 
COMPLEX (ZINC FINGER/DNA), 
ZINC FINGER, DNA-BINDING j 
PROTEIN ! 


COMPLEX (ZINC FINGER/DNA) j 
COMPLEX (ZINC FINGER/DNA), [ 
ZINC FINGER, DNA-BINDING 1 
PROTEIN 1 


COMPLEX (ZINC FINGER/DNA) 
COMPLEX (ZINC FINGER/DNA), 
ZINC FINGER, DNA-BINDING 
PROTEIN 


COMPLEX (ZINC FINGER/DNA) 
COMPLEX (ZINC FINGER/DNA), 
ZINC FINGER, DNA-BINDING 
PROTEIN j 


COMPLEX (ZINC FmGER/DNA) I 
COMPLEX (ZINC FINGER/DNA), \ 
ZINC FINGER, DNA-BINDING 
PROTEIN i 


COEVIPLEX (ZINC FINGER/DNA) f 
COMPLEX (ZINC FINGER/DNA), j 


Coumpound 


QGSR ZINC FINGER PEPTIDE; 
CHAIN: A; DUPLEX 
OLIGONUCLEOTIDE BINDING 
SITE; CHAIN: B, C; 


QGSR ZINC FINGER PEPTIDE; 
CHAIN: A; DUPLEX 
OLIGONUCLEOTIDE BINDING , 
SITE; CHAIN: B, C: i 


QGSR ZINC FINGER PEPTIDE; | 
CHAIN: A; DUPLEX 
OLIGONUCLEOTIDE BINDING 
SITE; CHAM: B, C; 1 


QGSR ZINC FINGER PEPTIDE; 
CHAIN: A; DUPLEX 
OLIGONUCLEOTIDE BINDING 
SITE; CHAIN: B, C; 


QGSR ZINC FINGER PEPTIDE; 
CHAIN: A; DUPLEX 
OLIGONUCLEOTIDE BINDING 
SITE; CHAIN: B, C; 


QGSR ZINC FINGER PEPTIDE; 
CHAIN: A; DUPLEX 
OLIGONUCLEOTIDE BINDING 
1 SITE; CHAIN: B, C; 


| QGSR ZINC FINGER PEPTIDE; 
1 CHAIN: A; DUPLEX 
1 OLIGONUCLEOTIDE BINDING 
i SITE; CHAIN: B s C; 


i QGSR ZINC FINGER PEPTIDE; 
CHAIN: A; DUPLEX 
OLIGONUCLEOTIDE BINDING , 
SITE; CHAIN: B, C: 
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COMPLEX {ZINC FINGER/DNA) ZINC 
FINGER, PROTEIN-DNA 
INTERACTION, PROTEIN DESIGN, 2 
CRYSTAL STRUCTURE, COMPLEX j 
(ZINC FINGER/DNA) 


COMPLEX (ZINC FINGER/DNA) ZINC 
FINGER, PROTEIN-DNA 
INTERACTION, PROTEIN DESIGN, 2 
CRYSTAL STRUCTURE, COMPLEX 
(ZINC FINGER/DNA) 


COMPLEX (ZINC FINGER/DNA) ZINC 
FINGER, PROTEIN-DNA 
INTERACTION, PROTEIN DESIGN, 2 
CRYSTAL STRUCTURE, COMPLEX 
(ZINC FINGER/DNA) 


COMPLEX (ZINC FINGER/DNA) ZINC 
FINGER, PROTEIN-DNA 
INTERACTION, PROTEIN DESIGN, 2 
CRYSTAL STRUCTURE, COMPLEX i 
(ZINC FINGER/DNA) 


COMPLEX {ZINC FINGER/DNA) ZINC 
i FINGER, PROTEIN-DNA 1 
INTERACTION, PROTEIN DESIGN, 2 
CRYSTAL STRUCTURE, COMPLEX 
(ZINC FINGER/DNA) 


% ™x 


COMPLEX (ZINC FINGER/DNA) ZINC 1 
FINGER, PROTEIN-DNA 
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PROTEIN; CHAIN; C, F, G; 
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PROTEIN; CHAIN: C, F, G; 
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PDB annotation 1 


FINGER PROTEIN 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING-YANG 1; 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YYl, ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING-YANG 1; | 
TRANSCRIPTION INITIATION. j 
INITIATOR ELEMENT, YYl, ZINC 2 ! 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION i 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING-YANG 1; i 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YYl, ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 

1 RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 

: REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING-YANG 1; 
TRANSCRIPTION INITIATION. 
INITIATOR ELEMENT, YYl, ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 
REGUlATION/DWAte^-' 


COMPLEX (TRANSCRIPTION 
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YYl; CHAIN; C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 


YYl; CHAIN: C; ADENO- ; 
ASSOCIATED VIRUS P5 ! 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 1 


YYl; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN; A, B: 


YYl; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 
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REGULATION/DNA) YING-YANG 1; 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YY 1 s ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA") 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING-YANG 1; 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, Y Y 1 s ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION i 
REGULATION/DNA) 


g p p >< 
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REGULATION/DNA) YING-YANG 1; 
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FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
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COMPLEX (TRANSCRIPTION 
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! 

a 

a 

9 
O 

U 


ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 


YYI; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 


YYI; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN; A, B; 


YYI; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
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COMPLEX (DNA-BINDING 1 
PROTEIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 


COMPLEX (DNA-BINDING 
PROTEIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 


COMPLEX (DNA-BINDING 
PROTEIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 


COMPLEX (DNA-BINDING 
PROTEIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIM/DNA) 


COMPLEX (DNA-BINDING 
PROTEIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 


COMPLEX (DNA-BINDING 
PROTEIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 


COMPLEX (DNA-BINDING 
| PROTEIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 
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CHAIN: A; DNA; CHAIN: a D; 
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SUGAR BINDING PROTEIN C-TYPE . 
LECTIN. MANNOSE RECEPTOR ! 


C-TYPE LECTIN ALPHA-HELICAL 
COILED-COIL IHUP 12 


C-TYPE LECTIN ALPHA-HELICAL 
COILED-COIL IHUP 12 


COAGULATION FACTOR BINDING 
IX/X-BP COAGULATION FACTOR 
BINDING, C-TYPE LECTIN, GLA- j 
DOMAIN 2 BINDING, C-TYPE CRD 
MOTIF, LOOP EXCHANGED DIMER 1 


COAGULATION FACTOR BINDING 
IX/X-BP COAGULATION FACTOR 
BINDING, C-TYPE LECTIN, GLA- 
DOMAIN 2 BINDING, C-TYPE CRD 
MOTIF, LOOP EXCHANGED DIMER 


COAGULATION FACTOR BINDING 
IX/X-BP COAGULATION FACTOR 
BINDING, C-TYPE LECTIN, GLA- 
DOMAIN 2 BINDING, C-TYPE CRD 
MOTIF, LOOP EXCHANGED DIMER 


COAGULATION FACTOR BINDING , 
IX/X-BP COAGULATION FACTOR 
BINDING, C-TYffiTEr5nN, GLA- 
DOMAIN 2 BINDING, C-TYPE CRD 
MOTIF, LOOP EXCHANGED DIMER i 1 


PANCREATIC STONE INHIBITOR j 
PANCREATIC STONE INHIBITOR, i 
LECTIN 


PANCREATIC STONE INHIBITOR 
PANCREATIC STONE INHIBITOR, 
LECTIN 
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MACROPHAGE MANNOSE 
RECEPTOR; CHAIN: A, B; 


M ANNO SE-B ENDING PROTEIN; 
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ANTIFREEZE PROTEIN 
RECOMBINANT SEA RAVEN 
PROTEIN, SOLUTION BACKBONE 
FOLD, C- 2 TYPE LECTIN, 
ANTIFREEZE PROTEIN 








HYDROLASE CALCINEURIN; 
HYDROLASE, PHOSPHATASE, j 
IMMUNOSUPPRESSION I 






CALCIUM-BINDING PROTEIN 
CALMODULIN APO TR2C-DOMAIN; 
ICMF 9 


METAL TRANSPORT CALMODULIN, 
HIGH RESOLUTION, DISORDER 
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1 3 1RTM96 


SEA RAVEN TYPE O 
ANTIFREEZE PROTEIN; CHAIN: 
A; 


LECTIN MANNOSE-BINDING 
I PROTEIN A (LECTIN DOMAIN) 
COMPLEX MTH 2MSB 3 
CALCIUM AND 
GLYCOPEPTIDE 2MSB 4 


LECTIN MANNOSE-BINDING 
PROTEIN A (LECTIN DOMAIN) 1 
COMPLEX WITH 2MSB 3 1 
CALCIUM AND 1 
GLYCOPEPTIDE 2MSB 4 




i SERINEmiREONINE ! 
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CALCIUM-BINDING PROTEIN 
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WITH C ALMODULIN-B IND ING 
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CALMODUUN-DEPENDENT 
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HYDROLASE TARTRATE- [ 
RESISTANT ACID PHOSPHATASE; 1 
METAL PHOSPHATASE, f 
HYDROLASE 


HYDROLASE TARTRATE- [ 
RESISTANT ACID PHOSPHATASE; 
METAL PHOSPHATASE, 
HYDROLASE ' 


HYDROLASE UTEROFBRRIN, TRAP, 
PAP, TARTRATE RESISTANT ACID 
PURPLE ACID PHOSPHATASE, 
TARTRATE RESISTANT ACID 2 
PHOSPHATASE, METALLOENZYME, 
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DNAK; CHAIN; D; 


SYNTAXIN BINDING PROTEIN 
1 ; CHAIN: A; SYNTAXIN 1A; 1 
CHAIN: B; 


HUMAN SKELETAL MUSCLE I 
ALPHA - ACTININ 2; CHAIN: A; 




LIGASE(SYNTHETASE) SERYL- \ 
> TRNA SYNTHETASE 
(E.C.6. 1 . 1 . 1 1) (SERINE-TRNA j 
LIGASE) ISES 3 COMPLEXED ! 
WITH SERYL-HYDROXAMATE- j 
AMP ISES 4 




PURPLE ACID PHOSPHATASE; 
CHAIN: A; 


PURPLE ACID PHOSPHATASE; 
CHAIN: A; . 
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CHAIN: A,B, C,D; 


SEQFOL 
D score 


















O 

s 




PMF 
score 




0 
» 


0.07 




0.28 






O 




CM 

<o 
0 


Verify 
score 




vo 
O 
O 


) — * 

0 

t 




0.21 | 






Oi 

*? 




0.01 


Psi Blast 




OO 

0 

I 

(L> 
CO 


1 

•n 




% 




u 


O 
■ 


0.00014 


1 — 1 






vo 
ro 


r- 




a 




0 
n 


ON 

?J 


8 

ro 


n± 
CM 


STAR 
TAA 




m 


O 




on 
£2 




Pi 


On 
CO 


00 


0 


8 * 




ffl 


< 










< 


< 


< 






ldnl : 






W 




Iqhw 


Iqhw 


lute 

i 


1 


lag 




6081 


1809 




1812 




00 


1814 


1814 


1814 



868 



WO 02/070539 



PCT/US02/05095 



PDB annotation 




1 g - 

log 

III 

§ ^ S 
Q 5 R x 

ZS<W 
« o< S u 


STRUCTURAL PROTEIN PROTEIN 
C23; RNP, RBD, RRM, RNA BINDING 
DOMAIN, NUCLEOLUS 


METAL TRANSPORT MRP8, S100A8, 
CALGRANULIN A CALCIUM- 
BINDING PROTEIN, CRYSTAL 
STRUCTURE, MAD, MIGRATION 2 
INHIBITORY FACTOR RELATED 
PROTEIN 8, SI 00 PROTEIN 




NUCLEAR PROTEIN Ul SNRN? A 
PROTEIN; RNA BINDING DOMAIN, 
NUCLEAR PROTEIN 


NUCLEAR PROTEIN Ul SNRN? A 
PROTEIN; RNA BINDING DOMAIN, i 
NUCLEAR PROTEIN 


RNA BINDING DOMAIN RNA 
BINDING DOMAIN, RED, RNA 
RECOGNITION MOTIF, RRM, 2 
SPLICING INHIBITOR, 
TRANSLATIONAL INHIBITOR, SEX 3 
DETERMINATION, X CHROMOSOME 


§ 

a 

o 
U 




i Is 

6 Is 

s 

J in * J 


NUCLEOLJN RBD2; CHAIN: A; j 

j 


MIGRATION INHIBITORY 
FACTOR-RELATED PROTEIN 8; 
CHAIN: A, B; 


RNA-BINDING PROTEIN SEX- 
LETHAL PROTEIN (C- 
TERMINUS, OR SECOND RNA- 
BINDING DOMAIN ISXL 3 
(RBD-2), RESIDUES 199 - 294 
PLUS N-TERMINAL MET) ISXL 
4 (NMR, 1 7 STRUCTURES) 1 SXL 


Ul SMALL NUCLEAR 
RIBONUCLEOPROTEIN A; 
CHAIN: NULL; 


Ul SMALL NUCLEAR 
RIBONUCLEOPROTEIN A; 
CHAIN: NULL: ! 


SEX-LETHAL; CHAIN: A, B, C; 
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PDB annotation ! 

! 


DOSAGE COMPENSATION 




HYDROLASE HOMODIMER, | 
ALPHA/BETA HYDROLASE FOLD, | 
DISUBSTITUTED UREA 2 INHIBITOR 


HYDROLASE HOMODIMER, 
ALPHA/BETA HYDROLASE FOLD, \ 
DISUBSTITUTED UREA 2 INHIBITOR 


HYDROLASE HAD-FAMILY 
ALPHA/BETA CORE DOMAIN, 
MGffI) BINDING SITE, 5- 2 HELDC 
BUNDLE 


DEHALOGENASEDEHALOGENASE, [ 
HYDROLASE j 




ELECTRON TRANSPORT ELECTRON j 
TRANSPORT, IRON-SULFUR ! 


ELECTRON TRANSPORT ELECTRON | 
TRANSPORT, IRON-SULFUR f 


ELECTRON TRANSFER (IRON- 
SULFUR PROTEIN) f 


ELECTRON TRANSPORT TWO 4FE- f 
4S CLUSTERS 


HYDROGENASE HYDROGENASE, ! 
CYTOCHROME C553, ELBCTRON j 
TRANSFER COMPLEX j 


HYDROGEN AS E HYDROGENASE, 
CYTOCHROME C553, ELECTRON 
TRANSFER COMPLEX 


Coumpound 






EPOXIDE HYDROLASE; CHAIN: 
A,B; 


EPOXIDE HYDROLASE; CHAIN: 
A, B; 


PHOSPHONOACETALDEHYDE I 
HYDROLASE; CHAIN: A, B, C 3 
D; 


L-2-HALOACID 
DEHALOGENASE; CHAIN: 
: NULL; 




7-FE FERREDOXIN; CHAIN: | 
NULL; 


7-FE FERREDOXIN; CHAIN: 
NULL; 


FERREDOXIN; ICLF 5 CHAIN: 
NULL ICLF 6 


2[4FE-4S] FERREDOXIN; 
CHAIN: A 


[FE]-HYDROGENASE (LARGE 
SUBUNIT); CHAIN: A; [FE]- 
HYDROGENASE (SMALL 
SUBUNIT); CHAIN: D; 
CYTOCHROME C553: CHAIN: E 


[FEJ-HYDROGENASE (LARGE 
SUBUNIT); CHAIN: A; [FE]- 
HYDROGENASE (SMALL 
SUBUNIT); CHAIN: D; 
CYTOCHROME C553; CHAIN: E 
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D score 
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PDB annotation 


HELDC COILED COIL, 
CONTRACTILE PROTEIN 




COMPLEX (BLOOD 
1 COAGULATION/INHIBITOR) 
AUTOPROTHROMBIH HA; 
HYDROLASE, SERINE 
PROTEINASE), PLASMA CALCIUM 
BINDING, 2 GLYCOPROTEIN, 
COMPLEX (BLOOD 
COAGULATION/INHiailOR W - 


ANTI- COAGULANT ANTT- 1 
COAGULANT, PEPTIDIC 
INHIBITORS, CONFORMATIONAL 2 
FLEXIBILITY, SERINE PROTEASE 
INHIBITOR 


HYDROLASE INHIBITOR ALL-BETA 
STRUCTURE, HYDROLASE 
INHIBITOR 


HYDROLASE INHIBITOR ALL-BETA 
STRUCTURE, HYDROLASE 
INHIBITOR 


BLOOD COAGULATION, SERINE 
PROTEASE, COMPLEX, CO-FACTOR, 1 
2 RECEPTOR ENZYME. INHIBITOR, 
GLA, EGF, 3 COMPLEX (SERINE 
PROTEASE/COFACTOR/LIGAND) 


APOPTOSIS TRAIL, DR5, COMPLEX 


O 
CO 

S3 

I 

5! 


S 

§ 

ex 
S 
ss 
o 
O 


U 
<* 

s 

< 




ACTIVATED PROTEIN C; 
CHAIN: C, L; D-PHE-PRO-MAI; 
CHAIN: P; 


HIRUSTASIN; CHAIN: NULL; 


BOWMAN-BIRK TRYPSIN 
INHIBITOR; CHAIN: A 


BOWMAN-BIRK TRYPSIN 
INHIBITOR; CHAIN: A 


BLOOD COAGULATION 
FACTOR VIIA; CHAIN: L, H; 
SOLUBLE TISSUE FACTOR; 
CHAIN: T, U; D-PHE-PHE-ARG- 
CHLOROMETHYLKETONE 
(DFFRCMK) WITH CHAIN: C; 


DEATH RECEPTOR 5; CHAIN: 
A, B, C, G, H, I; TNF-RELATED 
APOPTOSIS INDUCING 
LIGAND; CHAIN: D, E, F, J, K, L; 


DEATH RECEPTOR 5; CHAIN: ■ 
A, B, C, G, H, I; TNF-RELATED 


SEQFOL 
D score 
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1 




APOPTOSIS TRAIL, DR5, COMPLEX 


SERINE PROTEINASE 
COAGULATION FACTOR II; 
COAGULATION FACTOR II; 
FETOMODULIN, TM, CD141 
ANTIGEN; EGR-CMC SERINE 
PROTEINASE, EGF-LIKE DOMAINS, 
ANTICOAGULANT COMPLEX, 2 
ANTIFIBRINOLYTIC COMPLEX 


PLANT PROTEIN TWO 
HOMOLOGOUS HEVEIN-LIKE 
DOMAINS 


PLANT PROTEIN TWO 
HOMOLOGOUS HEVEIN-LIKE 
DOMAINS 


PLANT PROTEIN TWO 
HOMOLOGOUS HEVEIN-LIKE 
DOMAINS 


SUGAR BINDING PROTEIN UDA; 
LECTIN, HEVEIN DOMAIN, UDA, 
SUPERANTIGEN 


SB 

3 5" 

So 

in 

o ^ i 

t*J J GO 


SUGAR BINDING PROTEIN UDA; 
LECTIN, HEVEIN DOMAIN, UDA, 
SUPERANTIGEN 


SUGAR BINDING PROTEIN UDA; 
LECTIN, HEVEIN DOMAIN, UDA, 1 


Coumpound 


APOPTOSIS INDUCING 
LIGAND; CHAIN: D, E, R J, K, L; 


DEATH RECEPTOR 5; CHAIN: 
A, B, C, G, H, I; TNF-RELATED 
APOPTOSIS INDUCING 
LIGAND; CHAIN: D } E, F, J. K. L; \ 


THROMBIN LIGHT CHAIN; j 
CHAIN: A, B, C, D; THROMBIN ! 
HEAVY CHAIN: CHAIN: M, N, 
0, P; THROMBOMODULIN; 
CHAIN: I s J, K, L; THROMBIN 
INHIBITOR L-GLU-L-GLY-L- 
ARM; CHAIN: E, ¥ 3 G, H; 


AGGLUTININ ISOLECTIN VI; 
CHAIN: A 


AGGLUTININ ISOLECTIN VI; 
CHAIN: A 

i 


! AGGLUTININ ISOLECTIN VI; 
\ CHAIN: A 


AGGLUTININ ISOLECTIN 
VI/AGGLUTININ ISOLECTIN V; 
CHAIN: A; 


AGGLUTININ ISOLECTIN 
VI/AGGLUTININ ISOLECTIN V; 
CHAIN: A; 


AGGLUTININ ISOLECTIN j 
WAGGLUTININ ISOLECTIN V; 
CHAIN: A; 


AGGLUTININ* ISOLECTIN 
WAGGLUTININ ISOLECTIN V; 
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■a 
s 

0 

a 

ffl 
Q 

Oh 


SUPERANTIGEN 1 


SUGAR BINDING PROTEIN UDA; 1 
LECTIN, HEVEIN DOMAIN, UDA, 
SUPERANTIGEN, SACCHARIDE 1 
BINDING i 


SUGAR BINDING PROTEIN UDA; 
LECTIN, HEVEIN DOMAIN, UDA, 
SUPERANTIGEN, SACCHARIDE 
BINDING 


SUGAR BINDING PROTEIN UDA; 
LECTIN, HEVEIN DOMAIN, UDA, 
SUPERANTIGEN, SACCHARIDE 
BINDING 


SUGAR BINDING PROTEIN UDA; 
LECTIN, HEVEIN DOMAIN, UDA, 
SUPERANTIGEN, SACCHARIDE 
BINDING 


SIGNALLING PROTEIN BINDING 
PROTEIN, CYTOKINE, SIGNALLING 
PROTEIN 


SIGNALLING PROTEIN BINDING 
PROTEIN, CYTOKINE, SIGNALLING 
PROTEIN 


SIGNALLING PROTEIN BINDING . 
PROTEIN, CYTOKINE, SIGNALLING 
PROTEIN 


HORMONE RECEPTOR HORMONE | 
RECEPTOR, INSULIN RECEPTOR 
FAMILY f 


GLYCOPROTEIN GLYCOPROTEIN \ 


GLYCOPROTEIN GLYCOPROTEIN I 


GLYCOPROTEIN GLYCOPROTEIN 


SIGNALLING PROTEIN TYPE 1 
RECEPTOR, STNFR1; INCF 8 


3 

o 
Q. 

S 

o 
U 


CHAIN: A; ! 


AGGLUTININ ISOLECTIN 
I/AGGLUTININ ISOLECTIN V/ 
CHAIN; A; 


AGGLUTININ ISOLECTIN 
I/AGGLUTININ ISOLECTIN V/ 
CHAIN: A; 


AGGLUTININ ISOLECTIN 
I/AGGLUTININ ISOLECTIN V/ 
CHAIN: A; 


AGGLUTININ ISOLECTIN 
I/AGGLUTININ ISOLECTIN V/ 
CHAIN: A; 


TUMOR NECROSIS FACTOR 
RECEPTOR; CHAIN: A, B; 


TUMOR NECROSIS FACTOR 
RECEPTOR; CHAIN: A, B; 


TUMOR NECROSIS FACTOR j 
RECEPTOR; CHAIN: A, B; 


INSULIN-LIKE GROWTH 
FACTOR RECEPTOR 1; CHAIN: 
A; 


NULL; 1 


NULL; 1 


NULL; 1 


TUMOR NECROSIS FACTOR 
RECEPTOR; INCF 4 CHAIN: A, 


CHAIN: 


CHAIN: 


CHAIN: 


| 
1 


s 
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LAMININ; 
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PDB annotation [ 


BINDING PROTEIN, CYTOKINE 
INCF 19 


SIGNALLING PROTEIN TYPE I 1 
RECEPTOR, STNFRl; INCF 8 
BINDING PROTEIN, CYTOKINE 
INCF 19 


EXTRACELLULAR MODULE 
OSTEONECTIN, SPARC, SECRETED 
PROTEIN ACIDIC AND 
EXTRACELLULAR MODULE, 
GLYCOPROTEIN, ANTI-ADHESIVE 
PROTEIN, 2 COLLAGEN BINDING, 
SITE-DIRECTED MUTAGENESIS, 
GLYCOSYLATED 3 PROTEIN 
MODRES 


COMPLEX (BLOOD 
CO AGULAHON/INHI B ITOR) 
CHRISTMAS FACTOR; COMPLEX, 
INHIBITOR, HEMOPHILIA/EGF, 
BLOOD COAGULATION, 2 PLASMA, 
SERINE PROTEASE, CALCIUM- 
BINDING, HYDROLASE, 3 
GLYCOPROTEIN 


COMPLEX (BLOe®«»^ " 
COAGULATION/INHIBITOR) 
CHRISTMAS FACTOR; COMPLEX, 
1 INHIBITOR, HEMOPHILIA/EGF, 
j BLOOD COAGULATION, 2 PLASMA, 
1 SERINE PROTEASE, CALCIUM- 
BINDING, HYDROLASE, 3 
GLYCOPROTEIN 


COMPLEX (BLOOD 
COAGULATION/INHIBITOR) 
CHRISTMAS FACTOR; COMPLEX, 


Coumpound 


B; INCF 5 


TUMOR NECROSIS FACTOR 
RECEPTOR; INCF 4 CHAIN: A, 
B; INCF 5 


BASEMENT MEMBRANE 
PROTEIN BM-40; CHAIN: A, B; 


FACTOR IXA; CHAIN: C, L,; D- 1 
PHE-PRO-ARG; CHAIN: I; 

1 

i 


! FACTOR IXA; CHAIN: C, L,; D- 
i PHE-PRO-ARG; CHAIN: I; 


FACTOR IXA; CHAIN: C, L,; D- 
PHE-PRO-ARG; CHAIN: I; 
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INHIBITOR, HEMOPHILIA/EGF, 
BLOOD COAGULATION, 2 PLASMA, 
SERINE PROTEASE, CALCIUM- 
BINDING, HYDROLASE, 3 
GLYCOPROTEIN 


serine PROTEjggj&jgmrm: 

FACTOR XA INHIBITOR; 
ANTISTASIN, CRYSTAL 
STRUCTURE, FACTOR XA ! 
INHIBITOR, 2 SERINE PROTEASE 
INHIBITOR, THROMBOSIS 


SERINE PROTEASE INHIBITOR 
FACTOR XA INHIBITOR; 
ANTISTASIN, CRYSTAL 
STRUCTURE, FACTOR XA 
INHIBITOR, 2 SERINE PROTEASE 
I INHIBITOR, THROMBOSIS 


SERINE PROTEASE INHIBITOR 
FACTOR XA INHIBITOR; 
ANTISTASIN, CRYSTAL 
STRUCTURE, FACTOR XA 
INHIBITOR, 2 SERINE PROTEASE , 
INHIBITOR, THROMBOSIS 


SERINE PROTEASE INHIBITOR 1 
FACTOR XA INHIBITOR; 
ANTISTASIN, CRYSTAL 
STRUCTURE, FACTOR XA 
INHIBITOR, 2 SERINE PROTEASE 
INHIBITOR, THROMBOSIS 


SERINE PROTEASE INHIBITOR 
FACTOR XA INHIBITOR; 
ANTISTASIN, CRYSTAL 
STRUCTURE, FACTOR XA 
INHIBITOR, 2 SERINE PROTEASE 


ts 
a 

i 




ANTISTASIN; CHAIN: NULL; j 


ANTISTASIN; CHAIN: NULL; 


ANTISTASIN; CHAIN: NULL; 


ANTISTASIN; CHAIN: NULL; 


ANTISTASIN; CHAIN: NULL; 
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1 INHIBITOR, THROMBOSIS 








ANTI-COAGULANT ANTI- 
COAGULANT, PEPTIDIC 
INHIBITORS, CONFORMATIONAL 2 
FLEXIBILITY, SERINE PROTEASE 
INHIBITOR 


APOPTOSIS TRAIL, DR5, COMPLEX 










BLOOD COAGULATION FACTOR 
STUART FACTOR; BLOOD 
COAGULATION FACTOR, SERINE 
PROTEINASE, EPIDERMAL 2 1 
GROWTH FACTOR LIKE DOMAIN 


g 
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g 

o 




LECTIN (AGGLUTININ) WHEAT 
GERM AGGLUTININ 
aSOLECTIN2)9WGA3 


LECTIN (AGGLUTININ) WHEAT 
GERM AGGLUTININ 
(ISOLECTIN 2)9WGA3 




HIRUSTASIN; CHAIN: NULL; 




1 METALLOTHIONEIN CD-7 

METALLOTHIONEIN-2 (ALPHA j 
I DOMAIN) (/NMR$) IMHUA 2 


j METALLOTHIONEIN CD-7 

METALLOTHIONEIN-2 (ALPHA 
\ DOMAIN) (/NMR$) IMHUA 2 


| METALLOTHIONEIN CD-7 

i METALLOTHIONEIN-2 (ALPHA 

! DOMAIN) (/NMR$) 1MRTA 2 


METALLOTHIONEIN CD-7 
METALLOTHIONEIN-2 (ALPHA 
DOMAIN) (/NMRS) IMRT A 2 




BLOOD COAGULATION 
FACTOR XA; CHAIN: L 3 
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PHOSPHOLIPID BINDING PROTEIN, ' 
CALCIUM-BINDING 2 PROTEIN, j 
PH0SPKAT1DYLSERINE, PROTEIN 
BJNASEC ! 


METAL BINDING PROTEIN RING 
FINGER PROTEIN MATl; RING 
FINGER (C3HC4) 


HYDROLASE C ALB DOMAIN; j 
HYDROLASE, C2 DOMAIN, CALB 
DOMAIN i 


HYDROLASE C ALB DOMAIN; 
HYDROLASE, C2 DOMAIN, CALB j 
DOMAIN 


DNA-BINDING PROTEIN V(D)J 
RECOMBINATION ACTIVATING 
PROTEIN I; RAG U V(D) J 
RECOMBINATION, ANTIBODY, 
MAD, RING FINGER, 2 ZINC 1 
BINUCLEAR CLUSTER, ZINC j 
! FINGER, DNA-BINDING PROTEIN 
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! CDK-ACTIVATTNG KINASE 
i ASSEMBLY FACTOR MAT L; 
[CHAIN: A; 


PHOSPHOLIPASE A2; CHAIN: 

; NULL; 
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PHOSPHOLIPASE A2; CHAIN: ! 
NULL; 


RAGl; CHAIN: NULL; 
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CALCIUM/PHOSPHOLIPID 
BINDING PROTEIN 
SYNAPTOTAGMIN I (FIRST C2 
DOMAIN) (CALB) IRSY 3 


CALCIUM/PHOSPHOLIPID 
BINDING PROTEIN 
SYNAPTOTAGMIN I (FIRST C2 
DOMAIN) (CALB) IRSY 3 


CALCIUM/PHOSPHOLIPID 
BINDING PROTEIN 
SYNAPTOTAGMIN I (FIRST C2 \ 
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PDB annotation 


„ GO , , 
O J R 

ft 5 df 5 f 
g < k 0 n 

pip 


COMPLEX (BLOOD 
COAGULATION/INHIBITOR) 
CHRISTMAS FACTOR; COMPLEX, I 
INHIBITOR, HEMOPHILIA/EGF, 
BLOOD COAGULATION, 2 PLASMA, 
SERINE PROTEASE, CALCIUM- 
BINDING, HYDROLASE, 3 [ 
GLYCOPROTEIN t 


SERINE PROTEASE FVIIA; FVHA; 
BLOOD COAGULATION, SERINE 
PROTEASE 


SERINE PROTEASE FVIIA; FVIIA; 
BLOOD COAGULATION, SERINE 
PROTEASE 


SERINE PROTEASE FVIIA; FVIIA; 
BLOOD COAGULATION, SERINE 
PROTEASE 


SERINE PROTEASE FVIIA; FVIIA; 
BLOOD COAGULATION, SERINE 
PROTEASE 
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a 
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FACTOR DCA; CHAIN: C, L,; D- 
PHE-PRO-ARG; CHAIN: I; 


COAGULATION FACTOR VUA 
(LIGHT CHAIN); CHAIN: L; 
COAGULATION FACTOR VIIA 
(HEAVY CHAIN); CHAIN: H; 
TRIPEPTIDYL INHIBITOR; 
CHAIN: C; 


COAGULATION FACTOR VIIA 
(LIGHT CHAIN); CHAIN: L; 
COAGULATION FACTOR VIIA , 
(HEAVY CHAIN); CHAIN: H; ! 
TRIPEPTIDYL INHIBITOR; 
CHAIN: C; 


COAGULATION FACTOR VIIA 
(LIGHT CHAIN); CHAIN: L; 
COAGULATION FACTOR VIIA 
(HEAVY CHAIN); CHAIN: H; 
TRIPEPTIDYL INHIBITOR; 
CHAIN: C; 


COAGULATION FACTOR VUA 
(LIGHT CHAIN); CHAIN: L; 
COAGULATION FACTOR VIIA 
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PLASMINOGEN ACTIVATION 


PLASMINOGEN ACTIVATION ! 


PLASMINOGEN ACTIVATION 1 


LIPID DEGRADATION 
PHOSPHOLIPASE A2 t LIPID 
DEGRADATION, HYDROLASE 


BLOOD COAGULATION FACTOR 
STUART FACTOR; BLOOD 
COAGULATION FACTOR, SERINE 
PROTEINASE, EPIDERMAL 2 
GROWTH FACTOR LIKE DOMAIN 


BLOOD COAGULATION FACTOR 
STUART FACTOR; BLOOD 
COAGULATION FACTOR, SERINE 
PROTEINASE, EPIDERMAL 2 
GROWTH FACTOR LIKE DOMAIN 


BLOOD COAGULATION FACTOR j 

STUART FACTOR; BLOOD 
1 COAGULATION FACTOR, SERINE 
i PROTEINASE, EPIDERMAL 2 ; 

GROWTH FACTOR LIKE DOMAIN 
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[ (HEAVY CHAIN); CHAIN: H; , 
TRIPEPTIDYL INHIBITOR; ! 
CHAIN: C; ! 


T-PLASMINOGEN ACTIVATOR 
Fl-G; ITPG 7 CHAIN: NULL; 
ITPG 8 


T-PLASMINOGEN ACTIVATOR 
Fl-G; ITPG 7 CHAIN: NULL; 
ITPG 8 


T-PLASMFNOGEN ACTIVATOR 
Fl-G; ITPG 7 CHAIN: NULL; 
ITPG 8 


PHOSPHOLIPASE A2; CHAIN: 
A, B; 


BLOOD COAGULATION ! 
FACTOR XA; CHAIN: L,C; | 


BLOOD COAGULATION 
FACTOR XA; CHAIN: L S C; ! 
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(ISOLECTIN 2) 9WGA3 




SEQFOL | 
D score j 














! 59.27 




78.80 




score 




0.63 f 


0.19 , 


d 


-0.12 


0.64 




s 

o 






Verify 
score 




-0.02 


0.27 


0.23 ! 

i 


0.03 


0.18 

i 




cm 

CO 

o 






Psl Blast 




ie-23 


le-23 i 


CO 


00 

A 


oo 

1 

a> 
CO 


i — * 




m 

CN» 

<£> 

uo 








vo 

CN 
CN 


*o 

^-t 




o 

CO 


SO 


°° 
o 

CM 


o 

cs 


O 

CN 




STAR 
TAA 




r-- 

CO 


CO 




CO 


*n 




CN 
On 


OO 
CN 




8S 










< 








< 




§9 




Itpg ! 


wo 


: Itpg 


lvap 


* 

• — ■» 


1 


at 


1 




wag 

3 ~ £ 




1833 


1833 


on 

OO 


co 

CO 

oo 


CO 
CO 

oo 


1833 


1833 ; 


1833 





885 



WO 02/070539 



PCT/HS02/05095 



PDB annotation 1 


SIGNALING PROTEIN 
PHOTORECEPTOR, G PROTEIN- 
COUPLED RECEPTOR, MEMBRANE 
PROTEIN, 2 RETINAL PROTEIN, 
VISUAL PIGMENT 


SIGNALING PROTEIN 
PHOTORECEPTOR, G PROTEIN- 
COUPLED RECEPTOR, MEMBRANE 
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PDB annotatioii j 


TRANSFERASE ! 
METHYLTRANSFERASE j 


RNA BINDING PROTEIN RNA- 
BINDING DOMAIN 


STRUCTURAL GENOMICS 
HYPOTHETICAL PROTEIN, 
METHANOCOCCUS JANNASCM1T 


; STRUCTURAL PROTEIN PROTEIN 
C23; RNP, RBD S RRM, RNA BINDING 
DOMAIN. NUCLEOLUS 


TRANSFERASE SAM-BINDING 
DOMAIN, BETA-BARREL, MIXED 
ALPHA-BETA. HEXAMER. 2 DTMRR 


TRANSFERASE SAM-BINDING 
DOMAIN, BETA-BARREL, MIXED 1 
ALPHA-BETA. HEXAMER, 2 DTMRR S 


RNA BINDING PROTEIN RNA- 
BINDING DOMAIN 


TRANSFERASE RRNA 
METHYLTRANSFERASE ERMC, 
COF ACTOR ANALOGS 


TRANSFERASE RRNA ! 
METHYLTRANSFERASE ERMC, 
COFACTOR ANALOGS 
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(METHYLTRAN^fi^SETcdSfT; 

TRANSFERASE, 
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NEUROTRANSMITTER 
DEGRADATION 
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GLYCINE METHYLTRANSFERASE 


RNA BINDING PROTEIN RNA- 
BINDING DOMAIN 


RNA-BINDING DOMAIN RNA- 
BINDING DOMAIN, ALTERNATIVE 
SPLICING 


RNA BINDING DOMAIN RNA 
BINDING DOMAIN, RBD, RNA 
RECOGNITION MOTIF, RRM, 2 
SPLICING INHIBITOR, 
TRANSLATIONAL INHIBITOR, SEX 3 
DETERMINATION, X CHROMOSOME 
DOSAGE COMPENSATION 




GENE REGULATION POZ DOMAIN; 
PROTEIN-PROTEIN INTERACTION | 
DOMAIN, TRANSCRIPTIONAL 2 
REPRESSOR, ZINC^FJNgSR 
PROTEIN, X-Rkf^^ 
CRYSTALLOGRAPHY, 3 PROTEIN 
STRUCTURE, PROMYELOCYTIC 
LEUKEMIA. GENE REGULATION 










BLOOD COAGULATION, SERINE 
PROTEASE, COMPLEX, CO-FACTOR, 


Coumpound 
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CO 
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SEX-LETHAL PROTEIN; CHAIN: 
NULL; 
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1 PROMYELOCYTIC LEUKEMIA 
ZINC FINGER PROTEIN PLZF; 
CHAIN: A; 

j 


0XID0REDUCTASE(0XYGEN( 
A)) GALACTOSE OXIDASE 
(E.C.LI.3.9)(PH4.5) 1G0F3 


OXIOOREDUCTASE(OXYGEN( 
A)) GALACTOSE OXIDASE 
(E.C.U.3.9HPH4.5) IGOF 3 


OXIDOREDUCTASE(OXYGEN{ 
A)) GALACTOSE OXIDASE 
(E.C.LL3.9)(PH4.5) IGOF 3 




BLOOD COAGULATION 
FACTOR VIIA; CHAIN: L, H; 1 
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a 
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P-t 


2 RECEPTOR ENZYME, INHIBITOR, j 
GLA, EGF, 3 COMPLEX (SERINE j 
PROTEASE/COFACTOR/LIGAND) ) 


BLOOD COAGULATION, SERINE j 
PROTEASE, COMPLEX, CO-FACTOR, 
2 RECEPTOR ENZYME, INHIBITOR, 
GLA, EGF, 3 COMPLEX/SERIES 
PROTEASE/COFSCTtSf7LIGAND) 


BLOOD COAGULATION, SERINE 
PROTEASE, COMPLEX, CO-FACTOR, 
2 RECEPTOR ENZYME, INHIBITOR, 
GLA, EGF, 3 COMPLEX (SERINE 
PROTEASE/COFACTOR/LIGAND) 


HYDROLASE/HYDROLASE 
INHIBITOR PROTEIN-PEPTTDE 
COMPLEX 


HYDROLASE/HYDROLASE 
! INHIBITOR PROTEIN-PEPTIDE 
COMPLEX 


HYDROLASE/HYDROLASE 
INHIBITOR PROTEIN-PEPTIDE 
COMPLEX 
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SOLUBLE TISSUE FACTOR; 
CHAIN; T, U; D-PHE-FHE-ARG- 
CHLOROMETHYLKETONE 
(DFFRCMK) WITH CHAIN: C; 


BLOOD COAGULATION 
FACTOR VIIA; CHAIN: L, H; 
SOLUBLE TISSUE FACTOR; 
CHAIN: T, U; D-PHE-PHE-ARG- 
CHL OROMETHYLKETONE 
(DFFRCMK) WITH CHAIN: C: 


BLOOD COAGULATION 
FACTOR VHA; CHAIN: L, H; 
SOLUBLE TISSUE FACTOR; 
CHAIN: T 5 U; D-PHE-PHE-ARG- 
CHLOROMETHYLKETONE 
(DFFRCMK) WITH CHAIN: C; 


DES-GLA FACTOR VUA 
(HEAVY CHAIN); CHAIN: H 5 1; 
DES-GLA FACTOR VELA (LIGHT ' 
CHAIN); CHAIN: L 3 M; (DPN> 
PHE-ARG; CHAIN: C, D; 
PEPTIDE E-76: CHAIN: X, Y: 


DES-GLA FACTOR VIIA 
(HEAVY CHAIN); CHAIN: H, I; 
DES-GLA FACTOR VUA (LIGHT 
CHAIN); CHAIN: L, M; (DPN> 
PHE-ARG; CHAIN: C, D; 
PEPTIDE E-76; CHAIN: X, Y: 


DES-GLA FACTOR VUA 
(HEAVY CHAIN); CHAIN: H, I; 
DES-GLA FACTOR VIIA (LIGHT 
CHAIN); CHAIN: L, M; (DPN> 
PHE-ARG; CHAIN: C, D; 
PEPTIDE E-76; CHAIN: X, Y; 
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MATRIX PROTEIN 
EXTRACELLULAR MATRIX, 
CALCIUM-BINDING, 
GLYCOPROTBIN, 2 REPEAT, 
SIGNAL, MULTIGENE FAMILY, 
DISEASE MUTATION, 3 EGF-LIKE 
DOMAIN, HUMAN FIBRILLIN- 1 ! 
FRAGMENT, MATRIX PROTEIN j 


MATRIX PROTEIN 
EXTRACELLULAR MATRIX, 
CALCIUM-BINDING, 
GLYCOPROTEIN, 2 REPEAT, 
SIGNAL, MULTIGENE FAMILY, 
DISEASE MUTATION, 3 EGF-LIKE 
DOMAIN, HUMAN FIBRILLIN- 1 
I FRAGMENT, MATRIX PROTEIN 


MATRIX PROTEIN 
EXTRACELLULAR MATRIX, 
CALCIUM-BINDING, 
GLYCOPROTEIN, 2 REPEAT, 
SIGNAL, MULTIGENE FAMILY, 
1 DISEASE MUTATION, 3 EGF-LIKE 
! DOMAIN, HUMAN FIBRILLIN-1 
I FRAGMENT, MATRIX PROTEIN 


LIPID BINDING PROTEIN LDL 
RECEPTOR; BETA HAIRPIN, 3-10 
HELIX, CALCIUM BINDING 


LIPID BINDING PROTEIN LDL 
RECEPTOR; BETA HAIRPIN, 3-10 
HELIX, CALCIUM BINDING 


BLOOD CLOTTING 
! COMPLEX(SERINE 
PROTEASE/COFACTOR/LIGANDX 
BLOOD COAGULATION, 2 SERINE 
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FIBRILLIN; CHAIN: NULL; 


FIBRILLIN; CHAIN: NULL; 


FIBRILLIN; CHAIN: NULL; j 


LOW-DENSITY LIPOPROTEIN 
RECEPTOR; CHAIN: A; 


LOW-DENSITY LIPOPROTEIN 
RECEPTOR; CHAIN: A; 


BLOOD COAGULATION 
FACTOR YIIA; CHAIN: L; 

1 BLOOD COAGULATION 

! FACTOR YEA; CHAIN: H; \ 
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PDB annotation 


PROTEASE, COMPLEX, CO-FACTOR. 
RECEPTOR ENZYME, 3 INHIBITOR, 
GLA, EGF, COMPLEX (SERINE 4 
PROTEASE/COFACTOR/LIGAND), 
BLOOD CLOTTING 


COMPLEX (BLOOD 
COAGULATION/INHIBITOR) 
CHRISTMAS FACTOR; COMPLEX, 
INHIBITOR, HEMOPMLIA/EGF, 
BLOOD COAGULATION, 2 PLASMA, 
SERINE PROTEASE, CALCIUM- 
BINDING, HYDROLASE, 3 
GLYCOPROTEIN 


COMPLEX (BLOOD 
COAGULATION/INHIBITOR) 
CHRISTMAS FACTOR; COMPLEX, 
INHIBITOR, HEMOPHILIA/EGF, 
BLOOD COAGULATION, 2 PLASMA, 
SERINE PROTEASE, CALCIUM- 
BINDING, HYDROLASE, 3 
GLYCOPROTEIN 


SERINE PROTEASE FVIIA; FVIIA; 
1 BLOOD COAGULATION, SERINE 
PROTEASE 


SERINE PROTEASE FVIIA; FVIIA; 
BLOOD COAGULATION, SERINE 
PROTEASE 


SERINE PROTEASE FVIIA; FVH A; 
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SOLUBLE TISSUE FACTOR; 
CHAIN: T; 5L15; CHAIN: I; 


FACTOR IXA; CHAIN: C 3 L,; D- 
P HE-PRO- ARG; CHAIN: I; 


FACTOR IXA; CHAIN: C, L,; D- 
PHE-PRO- ARG; CHAIN: I; 


COAGULATION FACTOR VIIA ! 
(LIGHT CHAIN); CHAIN: L; 
COAGULATION FACTOR VIIA 
(HEAVY CHAIN); CHAIN: H; 
TRIPEPTIDYL INHIBITOR; 
CHAIN: C; 


COAGULATION FACTOR VIIA 
j (LIGHT CHAIN); CHAIN; L; 

COAGULATION FACTOR VIIA 
: (HEAVY CHAIN); CHAIN: H; 
j TRIPEPTIDYL INHIBITOR; 

CHAIN: C; 


COAGULATION FACTOR VIIA 
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BLOOD COAGULATION FACTOR 
STUART FACTOR; BLOOD 
COAGULATION FACTOR, SERINE 
PROTEINASE, EPIDERMAL 2 
GROWTH FACTOR LIKE DOMAIN 


BLOOD COAGULATION FACTOR 
STUART FACTOR; BLOOD 
COAGULATION FACTOR, SERINE 
PROTEINASE, EPIDERMAL 2 
GROWTH FACTOR LIKE DOMAIN 








HYDROLASE HYDROLASE, NAD 1 
; BINDING PROTEIN ! 
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< w O 

HP o < 

i § i s ^ § 
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(LIGHT CHAIN); CHAIN; L; , 
COAGULATION FACTOR VIIA 
(HEAVY CHAIN); CHAIN: H; , 
TRIPEPTIDYL INHIBITOR; ! 
CHAIN: C; 


MEMBRANE PROTEIN | 
VITELLINE MEMBRANE 
OUTER LAYER PROTEIN I 
3VM03 


BLOOD COAGULATION 
FA CTOR XA; CHAIN: L, C; 


BLOOD COAGULATION 
FACTOR XA; CHAIN: L, C; 


LECTIN (AGGLUTININ) WHEAT 
GERM AGGLUTININ 
(ISOLECTIN 2) 9WGA 3 


LECTIN (AGGLUTININ) WHEAT 
GERM AGGLUTININ 
(ISOLECTIN 2) 9WGA 3 | 




S-ADENOSYLHOMOCYSTEINE 
HYDROLASE; CHAIN: A, B; 


TROPINONE REDUCTASE-I; 
CHAIN: A, B; 
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ALCOHOL DEHYDROGENASE IDEH 
26 


OXIDOREDUCTASE BETA I ADH; 
IDEH 9 NAD+ DEPENDENT 
ALCOHOL DEHYDROGENASE IDEH 
26 


ALCOHOL DEHYDROGENASE 
ALCOHOL DEHYDROGENASE 


OXIDOREDUCTASE 
DEHYDROGENASE, ALCOHOL, ! 
NICOTINAMIDE COENZYME, i 
STEROID 2 BINQQKeav'*' ~ ' 1 




OXIDOREDUCTASE 
OXIDOREDUCTASE, ZINC, NADP 


OXIDOREDUCTASE 
OXIDOREDUCTASE, ZINC, NADP 


OXIDOREDUCTASE 
OXIDOREDUCTASE 
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CHAIN: A, B; IDEH 8 


HUMAN BETA 1 ALCOHOL 
DEHYDROGENASE; IDEH 7 j 
CHAIN: A, B; IDEH 8 


ALCOHOL DEHYDROGEN ASE, i 
CLASS II; CHAIN; A. B; I 


ALCOHOL DEHYDROGENASE; 
CHAIN: A, B; 


! OXIDOREDUCTASE 3-ALPHA, 
20-BETA-HYDROXYSTEROID 
DEHYDROGENASE 

COMPLEXED WITH 
CARBENOXOLONE IHDC 4 


NADP-DEPENDENT ALCOHOL 
DEHYDROGENASE; CHAIN: A, 
B ? C, r>, 


NADP-DEPENDENT ALCOHOL 
DEHYDROGENASE; CHAIN: A, 
B, C, D; 
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OXIDOREDUCTASE QUINONE 
OXIDOREDUCTASE j 
COMPLEXED WITH NADPH 
IQOR3 j 


OXIDOREDUCTASE QUINONE 
OXIDOREDUCTASE 
COMPLEXED WITH NADPH 
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POLYMERASE HI, 2 
TRANSCRIPTION INITIATIOH ZINC 
FINGER PROTEIN 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA), RNA 
POLYMERASE III, 2 
TRANSCRIPTION INITIATION, ZINC ! 
FINGER PROTEIN ! 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) COMPLEX 
(TRANSCRIPTION 

REGULATION/DNA), RNA ! 
POLYMERASE III, 2 
TRANSCRIPTION INITIATIOH ZINC ! 
FINGER PROTEIN I 


COMPLEX (TRANSCRIPTION 

REGULATION/DNA) YING-YANG 1; 
! TRANSCRIPTION INITIATION, 
| INITIATOR ELEMENT, YYl, ZINC 2 
1 FINGER PROTEIN, DNA-PROTEIN 

RECOGNITION, 3 COMPLEX 

(TRANSCRIPTION 
[ REGULATION/DNA) 


, COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING-YANG 1; 
TRANSCRIPTION INITIATION, | 
INITIATOR ELEMENT, YYl, ZINC 2 

\ FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
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TFIHA; CHAIN: A, D; 5S 
RIBOSOMAL RNA GENE; 
CHAIN: B, C, E, F; 


YYl; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A,B; 


YYl; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
i CHAIN: A, B; 


YYl: CHAIN: C; ADENO- 
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ACTIN BINDING PROTEIN ABP-120; 
ACTIN BINDING PROTEIN, ! 
STRUCTURE IMMUNOGLOBULIN, , 
GELATION 2 FACTOR, ABP-120 


ACTTN BINDING PROTEIN ABP-120: 
ACTIN BINDING PROTEIN, 
STRUCTURE, IMMUNOGLOBULIN, 
GELATION 2 FACTOR. ABP-120 


ACTIN BINDING PROTEIN ABP-120: 
ACTIN BINDING PROTEIN, 
STRUCTURE, IMMUNOGLOBULIN, 
GELATION 2 FACTOR. ABP-120 


ACTIN BINDING PROTEIN ACTIN j 
BINDING PROTEIN 120; ACTIN 
BINDING PROTEIN, 
IMMUNOGLOBULIN, GELATION 
FACTOR ABP- 2 1 20 


ACTIN BINDING PROTEIN ACTIN 
BINDING PROTEIN 120; ACTIN 
BINDING PROTEIN, 
IMMUNOGLOBULIN, GELATION 
FACTOR, ABP- 2 120 


ACTIN BINDING PROTEIN ACTIN ' 
BINDING PROTEIN 120; ACTTN 
BINDING PROTEIN, , 
IMMUNOGLOBULIN, GELATION 
FACTOR, ABP- 2 120 


ACTIN BINDING PROTEIN ACTIN 
BINDING PROTEIN 1 20; ACTIN 
BINDING PROTEIN, 
IMMUNOGLOBULIN, GELATTON 
FACTOR, ABP- 2 120 




GLYCINE N- TRANSFERASE 


Coumpound 


GELATION FACTOR; CHAIN: 
NULL; 


GELATION FACTOR; CHAIN: 
NULL; 


GELATION FACTOR; CHAIN: 
NULL; 


GELATION FACTOR; CHAIN: A, 
B; 


GELATION FACTOR; CHAIN: A 3 
B; 


GELATION FACTOR; CHAIN: A, 
B; 


GELATION FACTOR; CHAIN: A, 
B; 
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^ CO ^ 
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TUMOR SUPPRESSOR TUMOR 
SUPPRESSOR, CDK4/6 INHIBITOR, 
ANKYRIN MOTIF 


TUMOR SUPPRESSOR TUMOR 
SUPPRESSOR, CDK4/6 INHIBITOR, 
ANKYRIN MOTIF 


TUMOR SUPPRESSOR TUMOR 
SUPPRESSOR, CDK4/6 INHIBITOR, 
ANKYRIN MOTIF 


TUMOR SUPPRESSOR TUMOR ] 
SUPPRESSOR, CDK4/6 INHIBITOR, 
ANKYRIN MOTIF 


TUMOR SUPPRESSOR TUMOR 
SUPPRESSOR CDK4/6 INHIBITOR, 
ANKYRIN MOTIF 


COMPLEX (INHIBITOR 
PROTEIN/KINASE) INHIBITOR 
PROTEIN, CYCLIN-DEPENDENT 
KINASE, CELL CYCLE 2 CONTROL, . 
ALPHA/BETA, COMPLEX 
(INHIBITOR PROTEIN/KINASE) 


COMPLEX (INHIBITOR 
PROTEIN/KINASE) INHIBITOR 
PROTEIN, CYCLIN-DEPENDENT 
KINASE, CELL CYCLE 2 CONTROL, 
ALPHA/BETA, COMPLEX ! 
(INHIBITOR PROTEIN/KINASE) 1 


! COMPLEX (INHIBITOR 
PROTEIN/KINASE) INHIBITOR 

! PROTEIN, CYCLIN-DEPENDENT 
KINASE, CELL CYCLE 2 CONTROL, 


Coumpound 


1 
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Pm G 


P 1 9INK4D CDK4/6 INHIBITOR; 
CHAIN: NULL; 
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OS ^ 

E o 


PI9INK4D CDK4/6 INHIBITOR; 
CHAIN: NULL; 


P 1 9INK4D CDK4/6 INHIBITOR; 1 
CHAIN: NULL; 


P19INK4D CDK4/6 INHIBITOR; 
CHAIN: NULL; 


CYCLIN-DEPENDENT KINASE 
6; CHAIN: A; P19INK4D; CHAIN: 
B; 


CYCLIN-DEPENDENT KINASE 
6; CHAIN: A; P19INK4D; CHAIN: 
B; 


CYCLIN-DEPENDENT KINASE 
6; CHAIN: A; P19INK4D; CHAIN: 
B; 
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ALPHA/BETA, COMPLEX 1 
([NHIBITOR PROTEIN/KINASE) 


COMPLEX (INHIBITOR 
PROTEIN/KINASE) INHIBITOR 
PROTEIN, CYCLIN-DEPENDENT 
KINASE, CELL CYCLE 2 CONTROL, 
ALPHA/BETA, COMPLEX 
(INHIBITOR PROTEIN/KINASE) 


HORMONE/GROWTH FACTOR P 1 8- 
INK4C; CELL CYCLE INHIBITOR, 
P18INK4C, TUMOR, SUPPRESSOR, 
C YCLIN- 2 DEPENDENT KINASE, 
HORMONE/GROWTH FACTOR 


HORMONE/GROWTH FACTOR P 1 8- 
INK4C; CELL CYCLE INHIBITOR, 
P18INK4C, TUMOR, SUPPRESSOR, 
CYCLIN- 2 DEPENDENT KINASE, 
HORMONE/GROWTH FACTOR 


TRANSFERASE CSK; PROTEIN 1 
KINASE, C-TERMINAL SRC KINASE, 
PHOSPHORYLATION, 2 I 
STAUROSPORINE, TRANSFERASE I 






SIGNALING PROTEIN HELIX-TURN- 
HELIX, ANKYRIN REPEAT 


SIGNALING PROTEIN HELIX-TURN- 


a 
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CYCLIN-DEPENDENT KINASE 
6; CHAIN: A; PI9INK4D; CHAIN: 
B; 


CYCLIN-DEPENDENT KINASE 
6 INHIBITOR; CHAIN: A; 


CYCLIN-DEPENDENT KINASE 
6 INHIBITOR; CHAIN: A; 


C-TERMINAL SRC KINASE; 
CHAIN: A; 


PHOSPHOTRANSFERASE 
CAMP-DEPENDENT PROTEIN 
KINASE CATALYTIC SUBUNIT 
ICMK 3 (E.C.2.7.L37) 1CMK4 


TRANSFERASE(PHOSPH0TRA 
NSFERASE) CAMP- 
DEPENDENT PROTEIN KINASE 
(E.C.2.7.l.37) (CAPK) ICTP 3 
(CATALYTIC SUBUNIT) ICTP 4 


CYCLIN-DEPENDENT KINASE 
4 INHIBITOR B; CHAIN: A; 


CYCLIN-DEPENDENT KINASE I 
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SIGNALING PROTEIN GTP-BINDING 1 
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SERINE PROTEASE INHIBITOR 
SERINE PROTEASE INHIBITOR, R- 
ELAFIN, ELASTASE INHIBITOR 




SIGNALING PROTEIN GTP-BINDING 
PROTEINS, PROTEIN-PROTEIN 
COMPLEX, EFFECTORS 


SIGNALING PROTEIN PROTEIN- 
PROTEIN COMPLEX, 
ANTIPARALLEL COILED-COIL 


ENDOCYTOSIS/EXOCYTOSIS G- 
PROTEIN, GTPASE, RAB6, 
VESICULAR TRAFFICKING 


G PROTEIN G PROTEIN, RAS, ARF, 
ARF6, MEMBRANE TRAFFIC 


ENDOCYTOSIS/EXOCYTOSIS G | 
PROTEIN, VESICULAR TRAFFIC, 
GTP HYDROLYSIS, YPT/RAB 2 
PROTEIN, ENDOCYTOSJS, 
HYDROLASE 


SIGNALING PROTEIN ARF-LIKE 
PROTEIN 3, ARL3; PROTEIN-GDP 
COMPLEX WITHOUT MAGNESIUM, 
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COMPLEX (ZINC FINGER/DNA) ZINC 
FINGER, PROTEIN-DNA 
INTERACTION, PROTEIN DESIGN, 2 
CRYSTAL STRUCTURE, COMPLEX 
(ZINC FINGER/DNA") 


COMPLEX (ZINC FINGER/DNA) ZINC 
FINGER, PROTEIN-DNA 
INTERACTION, ^flflgftWE»GN, 2 
CRYSTAL STRUCTURE, COMPLEX 
(ZINC FINGER/DNA) 


COMPLEX (ZINC FINGER/DNA) ZINC 
FINGER, PROTEIN-DNA 
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1 RAB3A* RABPHILIN 


COMPLEX (GTP- 

BINDING/EFFECTOR) RAS-RELATED j 
PROTEIN RAB3A; COMPLEX (GTP- 
BINDING/EFFECTOR), G PROTEIN, 
EFFECTOR, RABCDR, 2 SYNAPTIC 
EXOCYTOSIS, RAB PROTEIN, 
RAB3A, RABPHILIN 


HYDROLASE G PROTEIN, I 
VESICULAR TRAFFICKING, GTP ] 
HYDROLYSIS, RAB 2 PROTEIN, j 
NEUROTRANSMITTER RELEASE, 
HYDROLASE j 


HYDROLASE G PROTEIN, j 
VESICULAR TRAFFICKING, GTP ! 
HYDROLYSIS, RAB 2 PROTEIN, j 
NEUROTRANSMITTER RELEASE, j 
HYDROLASE oimi!!apr 




COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNPJUBONUCLEOPROTEIN 
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BINDING PROTEIN 1 , PABP 1 ; RRM, 
PROTEIN-RNA COMPLEX, GENE 
REGULATION/RNA 


STRUCTURAL PROTEIN PROTEIN 
C23; RNP, RBD, RRM, RNA BINDING 
DOMAIN, NUCLEOLUS 
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RIBONUCLEOPROTEIN PTB, PTB- 
C198, HETEROGENEOUS NUCLEAR 
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NUCLEAR PROTEIN i 
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DEHYDROGENASE, LEUCINE 
BIOSYNTHETIC PATHWAY, 2 NAD- 
DEPENDANT ENZYME 


1 

Be 

0 a 

1 e 

o u 


OXIDOREDUCTASE IPMDH; IIDM 7 i 
CHIMERA IIDM 20 ! 


OXIDOREDUCTASE IPMDH, LMDH; | 
IXAC 10 OXIDOREDUCTASE, ! 
CHIMERA IXAC 21 j 


OXIDOREDUCTASE IPMDH, IMDH; j 
IXAC 1 0 OXIDOREDUCTASE, 
CHIMERA IXAC 21 


OXIDOREDUCTASE 
OXIDOREDUCTASE, 3- 
I SOPROP YLMALATE 
DEHYDROGENASE, LEUCINE 2 
BIOSYNTHESIS, MODERATE 
THERMOPHILE 


OXIDOREDUCTASE 
OXIDOREDUCTASE. 3- 
ISOPROPYLMALATE 
DEHYDROGENASE, LEUCINE 2 
BIOSYNTHESIS, MODERATE 
THERMOPHILE 
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COMPLEX (TRANSCRIPTION i 
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3-ISOPROPYLMALATE 
DEHYDROGENASE; IIDM 5 
CHAIN: NULL; IIDM 6 


3-ISOPROPYLMALATE 
DEHYDROGENASE; IIDM 5 
CHAIN: NULL; IIDM 6 


3-ISOPROPYLMALATE 
DEHYDROGENASE 2T2M6T 
SS2R; 1 X AC 8 CHAIN: NULL; 
IXAC 9 


3-ISOPROPYLMALATE 
DEHYDROGENASE 2T2M6T 
S82R; IXAC 8 CHAIN: NULL; 
IXAC 9 


3-ISOPROPYLMALATE ' 
DEHYDROGENASE; CHAIN: A, 
B; 


3-ISOPROPYLMALATE 
DEHYDROGENASE; CHAIN: A, 
B; 




TUMOR SUPPRESSOR 
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KINASE, CELL CYCLE 2 CONTROL, 
ALPHA/BETA, COMPLEX 
(INHIBITOR PROTEIN/KINASE) 


COMPLEX (INHIBITOR 
PROTEIN/KINASE) INHIBITOR 
PROTEIN, CYCLIN-DEPENDENT 
KINASE, CELL CYCLE 2 CONTROL, 
ALPHA/BETA, COMPLEX 
(INHIBITOR PROTEIN/KINASE) 


HORMONE/GROWTH FACTOR P i 8- 
INK4C; CELL CYCLE INHIBITOR, 
PI8INK4C, TUMOR, SUPPRESSOR, 
CYCLIN- 2 DEPENDENT KINASE, j 
HORMONE/GROWTH FACTOR 


§i!s8 

| g | 5 | 


HORMONE/GROWTH FACTOR P 1 8- 
INK4C; CELL CYCLE INHIBITOR, 
PI SINK4C, TUMOR, SUPPRESSOR, 
CYCLIN- 2 DEPENDENT KINASE, 
HORMONE/GROWTH FACTOR 


SIGNALING PROTEIN HELIX-TURN- i 
HELIX ANKYRIN REPEAT 


METAL BINDING PROTEIN ZINC- 
BINDING MODULE, ANKYRIN i 
REPEATS, METAL BINDING 
PROTEIN 


1 CELL CYCLE INHIBITOR P 1 8- 
INK4C<INK6); CELL CYCLE 
INHIBITOR, P18-INK4C(INK6), 
ANKYRIN REPEAT, 2 CDK 4/6 
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CYCLIN-DEPENDENT KINASE , 
6; CHAIN: A; P19INK4D; CHAIN: !■ 
B; 
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CYCLIN-DEPENDENT KINASE 
6 INHIBITOR; CHAIN: A; 


CYCLIN-DEPENDENT KINASE 
6 INHIBITOR; CHAIN: A; 


CYCLIN-DEPENDENT KINASE 
6 INHIBITOR;- CHAIN: A; 


CYCLIN-DEPENDENT KINASE 
4 INHIBITOR B; CHAIN: A; 


PYK2-ASS0CIATED PROTEIN 
BETA; CHAIN: A; 
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6 fNHIBITOR; CHAIN: A, B; 
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FINGER, PROTEIN-DNA 
INTERACTION, PROTEIN DESIGN, 2 
CRYSTAL STRUCTURE, COMPLEX 
(ZINC FINGER/DNA) 


COMPLEX (ZINC FINGER/DNA) ZINC 
FINGER, PROTEIN-DNA 
INTERACTION, PROTEIN DESIGN, 2 i 
CRYSTAL STRUCTURE, COMPLEX j 
(ZINC FINGER/DNA) j 


COMPLEX {ZINC FINGER/DNA) ZINC i 
FINGER, PROTEIN-DNA 
INTERACTION, PROTEIN DESIGN, 2 
CRYSTAL STRUCTURE, COMPLEX 
(ZINC FINGER/DNA) 


ZINC FINGER TRANSCRIPTION 
FACTOR SPI; ZINC FINGER, 
TRANSCRIPTION ACTIVATION, SPI 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) TFIIIA; 5S 
GENE; NMR, TFIIIA, PROTEIN, DNA, 
TRANSCRIPTION FACTOR, 5S RNA 2 
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ZINC FINGER, COMPLEX 3 
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REGULATION/DNA) ! 
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INITIATOR ELEMENT, YYl, ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING-YANG 1; 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YYl, ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING-YANG 1; 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YYl, ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING-YANG 1; 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YY 1 , ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION \ 
REGULATION/DNA) YING-YANG 1; 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YYl, ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
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YYl; CHAIN: C; ADENO- 
ASSOOATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 


YYl; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 
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YYl; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 
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ASSOCIATED VIRUS P5 
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CHAIN: A, B; 
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PROTEIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 


COMPLEX (DNA-BINDING 
PROTEIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- 1 
BINDING PROTEIN/DNA) 


COMPLEX (DNA-BINDING 
PROTEIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- ! 
BINDING PROTEIN/DNA) 




HEXAMERIZATION DOMAIN 
HEXAMERIZATION DOMAIN, 
ATPASE, TRANSPORT I 


HEXAMERIZATION DOMAIN j 
HEXAMERIZATION DOMAIN, 
ATPASE, TRANSPORT \ 


CHAPERONE HSLV- HSLU 
CHAPERONE, HSLVU, CLPQY, AAA- 
ATPASE, ATP-DEPENDENT 2 
PROTEOLYSIS, PROTEASOME 


CELL CYCLE CDC6P; CDC6, CDC 18, 
ORCI, AAA PROTEIN, DNA 
REPLICATION INITATION 2 
FACTOR, CELL CYCLE CONTROL 
FACTOR 


o £ 

o < 


CHAPERONE AAA-ATPASE, CLPY, 
ATP-DEPENDENT PROTEOLYSIS 


TRANSFERASE CK: NUCLEOTIDE 
MONOPHOSPHATE KINASE, 
TRANSFERASE 
















> 
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I 

e 
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CHAIN: A; DNA; CHAIN: C, I 


ZINC FINGER PROTEIN GLI] 
CHAIN: A; DNA; CHAIN: C, I 


ZINC FINGER PROTEIN GLI] 
CHAIN: A; DNA; CHAIN: C, I 




N-ETHYLMALEIMIDE- 
SENSITIVE FUSION PROTEE 
CHAIN: A; 


O 

§ 3 

) — 1 t™t 

s fa a 

C 5 

^ oo O 


HEAT SHOCK PROTEIN HSI 
CHAIN; A, B, C, D; HEAT 
SHOCK PROTEIN HSLU; 
CHAIN: E, F; 


CELL DIVISION CONTROL 
PROTEIN 6; CHAIN: A, B; 


HEAT SHOCK PROTEIN HSI 
CHAIN: A; 


HEAT SHOCK PROTEIN HSI 
CHAIN: A; 


CYTIDINE MONOPHOSPHA' 
KINASE; CHAIN: A; 
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a 
o 

to 

■s 

1 

« 

Q 


GENE) AHBA SYNTHASE; 
RIFAMYCIN BIOSYNTHESIS (RIFD 
GENE) 


AMINOTRANSFERASE 
AMINOTRANSFERASE, PYRIDOXAL 
ENZYME 


AMINOTRANSFERASE 
AMINOTRANSFERASE, PYRIDOXAL 
ENZYME 


§2 f 

hh rrl ro iL 

~ U-M tN Jfr 

5 2 ^ E© 

H p W S? 

ipi 


TRANSFERASE TAT; TYROSINE 
CATABOLISM, TRANSFERASE, 
AMINOTRANSFERASE, 2 
PYRIDOXAL-5 , -PHOSPHATB, PLP 


TRANSFERASE TRANSFERASE, 
AMINOTRANSFERASE, PYRIDOXAL j 
PHOSPHATE 


LYASE CGS; LYASE, LLP- 
DEPENDENT ENZYMES, 
METHIONINE BIOSYNTHESIS 


TRANSFERASE 
AMINOTRANSFERASE FOLD, 
LARGE PLP-BINDING DOMAIN, 
SMALL C- 2 TERMINAL DOMAIN, 
OPEN ALPHA-BETA STRUCTURE. 


TRANSFERASE SHMT, SERINE 
METHYLASE; ALPHA PLP 
ASPARTATE, AMINO 
TRANSFERASE, (AAT)-LIKE FOLD 


LYASE FES CLUSTER ! 
BIOSYNTHESIS, PYRIDOXAL 5*- 


Coum pound 


HYDROXYBENZOIC ACID 
SYNTHASE; CHAIN: A; 


ASPARTATE 

AMINOTRANSFERASE; CHAIN: 
A, B; 


ASPARTATE 

AMINOTRANSFERASE; CHAIN: 
A.B; 


TYROSINE 

AMINOTRANSFERASE; CHAIN: 


TYROSINE ! 
! AMINOTRANSFERASE; CHAIN: 

j A, B; 


U 

i if 

§ d 


CYSTATHIONINE GAMMA- 
SYNTHASE; CHAIN: A, B, C, D; 


MALY PROTEIN; CHAIN: A, B; | 
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35 « 

1 £s ^ 
w c <2 

w < 


1 L-CYSTEINE/L-CYSTINE C-S ; 
i LYASE; CHAIN: A, B; 
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D score 
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PDB annotation 


PHOSPHATE, 2 THIOCYSTEINE, 
AMINOACRYLATE, ENZYME- 
PRODUCT COMPLEX 


1 

If £ 
HI 

g S g 
O w O 


AMINOTRANSFERASE 

TRANSFERASE, 

AMINOTRANSFERASE 


AMINOTRANSFERASE AROAT; 
AMINOTRANSFERASE 


AMINOTRANSFERASE AROAT; 
AMINOTRANSFERASE 






LYASE LYASE, PLP-DEPENDENT 
ENZYME, PYRIDOXAL PHOSPHATE 


AMINOTRANSFERASE PHEAT, 
TYRAT, AROAT; 

AMINOTRANSFERASE, AROMATIC , 


§ 

o 

S 

e 
U 




ASPARTATE 

AMINOTRANSFERASE; CHAIN: 
A, B, C, Ds 


ASPARTATE 

AMINOTRANSFERASE; CHAIN: 
A, B,C, D; 


AROMATIC AMINO ACID 
AMINOTRANSFERASE; CHAIN: 
A, B; 


AROMATIC AMINO ACID 
AMINOTRANSFERASE; CHAIN: 
A, B; 


TRANSFERASE(AMINOTRANSF 
ERASE) ASPARTATE 
AMINOTRANSFERASE 
(CASPAT) (E.C.2.6.L1) 2CST 3 
COMPLEXED WITH 
PYRJDOXAL-S'-PHOSPHATE 
AND MALEATE 2CST 4 


TRANSFERASE(AMINOTRANSF 
ERASE) ASPARTATE 
AMINOTRANSFERASE 
(CASPAT) (E.C.2.6.1.1) 2CST 3 
COMPLEXED WITH 
PYRIDOXAL-S'-PHOSPHATE 
AND MALEATE 2CST 4 


TYROSINE PHENOL-LYASE; 
CHAIN: A, B; 


TYROSINE 

AMINOTRANSFERASE; CHAIN: 
A, B, C, D, E, F; 


SEQFOL 
D score 








74.67 






o 
o 

fi 






PMF 
score 






1.00 




oo 
oo 
o 


o 




0.34 


0.95 


Verify 
score 






0.06 




-0.16 


-0.13 

j 




0.01 | 


o 
1 


Psi Blast 






rvj 

a? 
^ 


m 

'? 

OO 


oo 


1.6e-58 


oo 
\n 

\D 


l.le-48 


oo 
>n 

vo 
a\ 


i ^ 




*n 


\r 


oo 

PO 




»n 


G\ 


oo 
o 
<o 


r- 


STAR 
T AA 




VD 


o> 
oo 




»n 
oo 


OO 


00 

oo 


o 


o 

DO 


CHAI 
j NID 




< 


< 


< 


< 


< 


< 


< 


< 


is 




R 




s 


fS 




2cst 


& 

CM 








S3 


1882 ' 


CM 
QO 
CO 


oo 
OO 


1882 


1882 


1882 | 

1 


1882 ; 



959 



WO 02/070539 



PCT/US02/05095 



9 
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a 
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SUBSTRATES, PLP ENZYME j 


AMINOTRANSFERASE PHEAT, 
TYRAT, AROAT; J 
AMINOTRANSFERASE, AROMATIC j 
SUBSTRATES. PLP ENZYME 








HYDROLASE TYROSINE J 
PHOSPHATEASE, LAR PROTEIN ! 


HYDROLASE DUAL SPECIFICITY 
PHOSPHATASE, MAP KINASE 
HYDROLASE j 


HYDROLASE DUAL SPECIFICITY 
PHOSPHATASE, MAP KINASE 
HYDROLASE 1 


HYDROLASE VHR; HYDROLASE, j 
PROTEIN DUAL-SPECIFICITY j 
PHOSPHATASE 


HYDROLASE VHR; HYDROLASE, 
PROTEIN DUAL-SPECIFICITY 
PHOSPHATASE 




IMMUNOGLOBULIN 
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a. 
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vJ 
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g cL 

tfl O n" 
O £ U 
^ 1 CQ" 


TRANSFERA SE(AMINOTRANSF 
1 'ERASE) ASPARTATE 
AMINOTRANSFERASE 
(E.C2AU) COMPLEX WITH 
7 A AT 3 PYRIDOXAL-5'- 
PHOSPHATE AT PH 7.5 7AAT 4 


TRANSFERA SE(AMINOTRANSF 
ERASE) ASPARTATE 
AMINOTRANSFERASE 
(E.C.2.6.L1) COMPLEX WITH 
7AAT3 PYRIDOXAL-5'- 
PHOSPHATE AT PH 7.5 7AAT 4 




LAR; CHAIN: A, B; 


PYSTT; CHAIN: NULL; 


PYST1; CHAIN: NULL; 


HUMAN VHl-RELATED DUAL- 
SPECIFICITY PHOSPHATASE 
CHAIN: A, B; 


HUMAN VHl-RELATED DUAL- 
SPECIFICITY PHOSPHATASE 
CHAIN: A, B; 




ANTIBODY CTM01; CHAIN: L, 1 
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B score 
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PDB annotation 


IMMUNOGLOBULIN, FAB 
FRAGMENT, HUMANISATION 


COMPLEX (VIRAL 
CAPSID/IMMUNOGLOBULIN) HIV- 1 
CA» HIV CA, HIV P24 3 P24; FAB, FAB 
LIGHT CHAIN, FAB HEAVY CHAIN 
COMPLEX (VIRAL ! 
CAPSID/IMMUNOGLOBULIN}, HIV, 
CAPSID PROTEIN, 2 P24 


COMPLEX (MHC/VIRAL j 
PEPTIDE/RECEPTOR) HLA A2 
HEAVY CHAIN; COMPLEX 
(MHC/VIRAL PEPTIDE/RECEPTOR) 


COMPLEX (MHC/VIRAL 
PEPTIDE/RECEPTOR) HLA A2 
HEAVY CHAIN; COMPLEX 
(MHC/VIRAL PEPTIDE/RECEPTOR) 


RECEPTOR T CELL RECEPTOR IBEC i 

14 ■ 


IMMUNE SYSTEM IMMUNE 
SYSTEM 


S 

»-* 
I 

z; ^ 
h a 

§3 

|S 

s < o 




TJ 
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S 

rt 

9 
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if 


HUMAN IMMUNODEFICIENCY 
VIRUS TYPE 1 CAPSID CHAIN: 
i A, B; ANTIBODY FAB25.3 
FRAGMENT; CHAIN: H, K, L 5 M; | 


HLA-A0201;CHAIN:A;BETA-2 | 
MICROGLOBULIN; CHAIN: B; 
TAX PEPTIDE; CHAIN; C; T 
CELL RECEPTOR ALPHA; 
CHAIN: D; T CELL RECEPTOR 
BETA; CHAIN: E; 


HLA-A 0201 ; CHAIN: A; BETA-2 
MICROGLOBULIN; CHAIN: B; 
TAX PEPTIDE; CHAIN: C; T 
CELL RECEPTOR ALPHA; 
CHAIN: D; T CELL RECEPTOR 
BETA; CHAIN: E; 


14.3.D T CELL ANTIGEN \ 
RECEPTOR; IBEC 5 CHAIN: 
NULL; IBEC 6 


CHIMERIC GERMLINE 
PRECURSOR OF OXY-COPE 
CHAIN: L; CHIMERIC i - 
GERMLINE PRECURSOR OF 
OXY-COPE CHAIN: H; 


IMMUNOGLOBULIN LIGHT 
CHAIN; CHAIN: L; 
IMMUNOGLOBULIN HEAVY 
CHAIN; CHAIN: H; 


IMMUNOGLOBULIN FAB 
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D score 
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PDB annotation 


SPLICING INHIBITOR, 
: TRAN'SLATIONAL INHIBITOR, SEX 3 
1 DETERMINATION, X CHROMOSOME 

DOSAGE COMPENSATION 




i RNA-BINDING PROTEIN/RNA TRA ' 
i PRE-MRNA; SPLICING 
i REGULATION, RNP DOMAIN, RNA 
COMPLEX | 


GENE REGULATION/RNA P0LY(A) 
BINDING PROTEIN 1, PABP 1; RRM, 
PROTEIN-RNA COMPLEX, GENE 
REGULATION/RNA 


GENE REGULATION/RNA POLY(A) 
BINDING PROTEIN 1, PABP 1; RRM, 
PROTEIN-RNA COMPLEX, GENE 
REGULATION/RNA 


RNA BINDING PROTEIN RNA- ] 
BINDING DOMAIN 1 


STRUCTURAL PROTEIN PROTEIN 
C23; RNP, RBD, RRM, RNA BINDING 
DOMAIN, NUCLEOLUS 


OUTER MEMBRANE PROTEIN 
OSMOPORIN; OUTER MEMBRANE 
PROTEIN, NON-SPECIFIC PORIR 
OSMOPORIN, 2 BETA-BARREL, 
TRANSMEMBRANE 




| HYDROLASE DOUBLE BETA | 
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S-Sf f 
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E - s *_ 2, <" 
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HU ANTIGEN C; CHAIN: A; 


NUCLEOLIN RBD2; CHAIN: A; 


OMPK36; CHAIN: A, B, C; 


OUTER MEMBRANE PROTEIN 
PHOSPHOPORIN (PHOE) 1PH0 3 


| ALPHA-LYTIC PROTEASE; 


SEQFOL 
D score 
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PDB annotation j 


GENE REGULATION/RNA POLY(A) 
BINDING PROTEIN L PABP I; RRM, 
PROTEIN-RNA COMPLEX, GENE 
REGULATION/RNA 


RNA BINDING PROTEIN RNA- ( 
BINDING DOMAIN j 


STRUCTURAL PROTEIN PROTEIN \ 
C23; RNP, RBD, RRM a RNA BINDING ' 
DOMAIN, NUCLEOLUS j 


OUTER MEMBRANE PROTEIN | 
OSMOPORIN; OUTER MEMBRANE ! 
PROTEIN, NON-SPECIFIC PORIN, 
OSMOPORIN, 2 BETA-BARREL, 
TRANSMEMBRANE 




HYDROLASE DOUBLE BETA , 
BARREL, BACTERIAL SERINE 
PROTEASE 


t 

1 

i 

0 


RNA-BINDING DOMAIN RNA- j 
BENDING DOMAIN, ALTERNATIVE 1 
I SPLICING I 


RNA-BINDING PROTEIN SPLICING, | 
U2 SNRNP, RBD, RNA-BINDING \ 
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OUTER MEMBRANE PROTEIN 
PHOSPHOPORINfPHOE) 1PH03 


ALPHA -LYTIC PROTEASE; 
CHAIN: A; 


RNA-BINDING PROTEIN SEX- 
LETHAL PROTEIN (C- ! 
TERMINUS, OR SECOND RNA- 
BINDING DOMAIN ISXL 3 
(RBD-2), RESIDUES 199 - 294 
PLUS N-TERMINAL MET) 1 SXL 
4 (NMR,. 17 STRUCTURES) ISXL 
5 


SEX-LETHAL PROTEIN; CHAIN: 
NULL; 


SPLICING FACTOR U2AF 65 KD 
1 SUBUNIT; CHAIN: A; 
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D score 
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PDB annotation j 


PROTEIN I 


STRUCTURAL PROTEIN TENASCIN, ) 
FIBRONECTIN TYPE -III, HEPARIN, 
| EXTRACELLULAR 2 MATRIX, 
1 ADHESION, FUSION PROTEIN, 1 
STRUCTURAL PROTEIN I 


STRUCTURAL PROTEIN TENASCIN, 1 
FIBRONECTIN TW^MEff TLP^RlN, 
EXTRACELLULAR 2 MATRIX, 
ADHESION, FUSION PROTEIN, 
STRUCTURAL PROTEIN I 


STRUCTURAL PROTEIN TENASCIN, { 
FIBRONECTIN TYPE-III, HEPARIN, 
EXTRACELLULAR 2 MATRIX, 
ADHESION, FUSION PROTEIN, 
STRUCTURAL PROTEIN [ 






RNA BINDING PROTEIN/RNA 
XLRBPA; PROTEJN-RNA COMPLEX, 
DOUBLE STRANDED RNA, 
PROTEIN- RNA 2 INTERACTIONS, 
RNA-BIN1NG PROTEIN, RNA 
BINDING PROTEIN/RNA 


SH3 PROTOTYPE WWPROTOTYPE, 
PROTEIN DESIGN 


CELL CYCLE/RNA DSRBDIH; NMR 
STRUCTURE, PROTEIN/RNA, 
PROTEIN DSRBD, DROSOPHILA, 
RNA 2 HAIRPIN 


ISOMERASE PINl; PEPTIDYL- \ 


§ 

o 

1 




TENASCIN; CHAIN: A, B; 


TENASCIN; CHAIN: A, B; 


TENASCIN; CHAIN: A, B; 


GLYCOPROTEIN FIBRONECTIN 
(TENTH TYPE m MODULE) 
(NMR S 36 STRUCTURES) 1TTF 3 




a 

<%■ • * 
§0 a Q 

Q < ft V" 

II 2| 

En CW * - 

3ggS"S 

m g ^ fr. * 
5 ^ m O ^ 

P pq < &4 p-, 


WPROTOTYPE; CHAIN: A; 


MATERNAL EFFECT PROTEIN 
(STAUFEN); CHAIN: A; 
STAUFEN DOUBLE-STRANDED 
RNA BINDING DOMAIN; 
CHAIN: B; 


CO 

t — i 
U 

o 

Ph 


SEQFOL 
D score 






















PMF 
score 




0.29 


0.12 

i 
i 


8 

d 
■ 


d 




d 


d 


o 
d 


On 
CM 

d 


Verify 
score 




-0.24 

j 


0.09 

i 


0.03 


0.15 




0.3Q 


-0.10 


0.57 


O 


Psi Blast 




A 


m 


A 
oo 


i 

ro 




l.le-07 


0.0003 


t 

<D 
MS 


O 

§ 

d 








CO 


o 

*o 


m 
VO 
(N 




to 

(N 






a-. 


STAR 
T AA 




s 


o\ 


is 


r— • 




O 












< 


< 


< 






< 


< 


< 


PQ 






i—* 


t 
a* 










a 

o 


Iekz | 




Sag 




CJ\ 

oo 


1894 


1894 


| 1894 




s 


Of) 


i 1895 J 


I 1895 
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1 

s 


PROLINE ISOMERASE, W 1 
DOMAIN, PHOSPHOSERINE 
BINDING 


DOUBLE STRANDED RNA BINDING 
DOMAIN STAUFEN ISTU 13 




§ 

o 

o 


ISOMERASE NIMA- CHAIN: B; 
Y(SEP)PT(SEP)S PEPTIDE; 
CHAIN: C: 


MATERNAL EFFECT PROTEIN j 
STAUFEN; ISTU 4 I 


SEQFOL 
D score 








; PMF 1 

score 




a 

o 




Verify 
score 




o 




Psi Blast 




o 

1 




s < 








STAR 
TAA 




m 




CHAI ! 
NID 

ft. 


► 










a 




£ w £ 




1895 
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TABLE 6 



c m \if\ . 
olLKl id lnu: 


Position of Signal in 
Amino Acid SEqucnce 


maxS (Maximum score) 


raeanS (Mean score) 




OA 


— „ 

0.926 


A TO O 

0.738 


Q<A 

you 


24 


0.976 


0.913 


VOl 


LL 


A ADO 

0.982 


0.872 




41 


A AIT 


0.604 




23 


0.896 


0.747 




1 £. 


0.945 


0.737 




45 


0.964 


0.657 


AC£ 

950 


48 


0.994 


0.855 


957 


31 


0,984 


0.921 


958 


23 


0.966 


0.812 


ac a 


36 


0.994 


0.757 


a^a 
960 


20 


0.977 


0.902 


961 


18 


0.968 


0.799 


962 


24 


0.882 


0.599 


963 


34 


0.921 


0,652 


964 


25 


0.921 


0.787 


965 


33 


0.967 


0.803 


966 


30 


0*978 


0,786 


967 


28 


0.980 


0.893 


968 


24 


0.976 


0.913 


969 


22 


0.984 


0.928 


970 


26 


0.949 


0.664 


971 


23 


0;996 


0.936 


972 


28 


0.929 


0.700 


AT"! 

973 


26 


0.976 


0.875 




17 


0.919 


0.828 


AtC 

975 


28 


0.976 


0.653 


976 


*»A 

30 


0.996 


0.894 


y/ / 


17 


0.953 


0.784 


978 


11 


0.982 


0.872 


y /y 


1 Q 

iy 


A DAA 
0.890 


0.552 


OQA 

you 


1 o 

lo 


A AO A 

0.984 


0.958 


76 1 


iy 


u.ytsi 


A A1 C 




1 Q 

iy 


A nnc 


A AT I 

0.971 




91 


A GQA 


A AA>f 

0.904 




91 
Zi 


A QQA 


A AAy* 




1a* 
I o 




A 01 A 


you 


96 


ft 0^1 


A CA1 


087 




QQ9 


A QA.1 




At 


G39" 


A £(\A 


"07 


zn 
*tj 






990 


29 


0.986 


0.848 


991 


37 


0.984 


0.878 


992 


19 


0.942 


0.693 


993 


22 


0.982 


0.872 


995 


19 


0.993 


0.931 


996 


22 


0.992 


0.807 


997 


28 


0.990 


0.919 


998 


23 


0.896 


0.747 


999 


23 


0.985 


0,951 


1000 


21 


0.989 


0.925 


1001 


11 


0.900 


0.758 


1002 


18 


0.933 


0.634 


1004 


16 


0.881 


0.607 



971 



WO 02/070539 



PCT/US02/05O95 



SEQ ID NO: 


Position of Signal in 
Amino Acid SEquence 


raaxS (Maximum score) 


meanS (Mean score) 


1005 


18 


0.964 


0.812 


1006 


19 


0.972 


0.915 1 


1007 


24 


0.997 


0.929 1 


1008 


16 


0.945 


0.737 | 


1009 


31 


0.957 


0775 | 


1010 


22 


0.975 


0.822 


ion 


28 


0.946 


0.799 


1012 


24 


0.973 


0.910 


1013 


29 


0.968 


0.769 


1014 


25 


0.977 


0.776 


1015 


41 


0.986 


0.847 


1016 


28 


0.988 


0.938 


1017 


23 


0.976 


0.897 


1018 


45 


0.964 


0.657 


1019 


28 


0.956 


0.604 


1020 


33 


0.948 


0.776 


1021 


IS 


0.930 


0.679 


1022 


26 


0.947 


0.594 


1023 


31 


0.991 


0.925 


1024 


41 


0*942 


0.703 


1025 


36 


0.910 


0.749 


1026 


24 


0.988 


0.919 


1027 


27 


0.962 


0.696 


1028 


23 


0.965 


0,693 


1029 


22 


0.962 : 


0.919 


1030 


24 


0.943 


0,832 


1031 


34 


0.973 


0.817 


1032 


22 


0.947 


0.677 


1033 


25 


0.889 


0.718 


1034 


27 


0.962 


0.856 


1035 


19 


0.967 


0.909 


1036 


39 


0.986 


0.922 


1037 


28 


0.982 


0.924 


1038 


44 


0.974 


0.662 


1039 


29 


0.984 


0.763 


1040 


22 


0.974 


0.796 


1041 


29 


0.928 


0.725 


1051 


23 - 


0.966 


0.812 


1054 


19 


0.951 


0.895 


1055 


16 


0.927 


0.827 


1056 


25 


0.949 


0.823 


1058 


28 


0.980 


0.848 


1061 


24 


0.965 


0.891 


1062 


25 


0.946 


0.860 


1067 


36 


0.964 


0.648 


1074 


32 


0.941 


0.669 


1076 


17 


0.995 


0.974 


10S3 


18 


0.968 


0.799 


1089 


24 


0.882 


0.599 


1091 


38 


0.991 


0.904 * 


1094 


29 


0.963 


0.888 


1096 


19 


0.892 


0.715 


1101 


34 


0.921 


0.652 


1102 


20 


0.951 


0.839 


1106 


31 


0.921 


0.659 


1110 


36 


0.992 


0.917 
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SEQ ID NO: 


Position of Signal in 
Amino Add SEqucncc 


maxS (Maximum score) 
1 


meanS (Mean score) 


1124 


30 


0.989 


0.910 


1125 


28 


0.974 I 


0.851 


1127 


25 


0.937 1 


0.812 


1130 


30 


0.978 | 


0.786 


1131 


27 


0.987 % 


0.879 


1133 


23 


0.923 


0.655 


1144 


28 


0.980 


0.893 


1147 


27 


0.963 


0.833 


1150 


24 


0.976 


0.913 


1151 


24 


0.988 


0.967 


1152 


22 


0.968 


0.831 


1154 


21 


0,952 


0.822 


1155 


42 


0.939 


0.682 


1157 


22 


0.984 


0.928 


1158 


22 


0.984 


0.928 


1165 


21 


0.942 • 


0.713 


1167 


18 


0.922 


0.838 


1170 


18 


0.988 


0.944 


1174 


18 


0.975 


0.958 


1175 


18 


0.975 


0*958 


1176 


18 


0,975 


0.958 


1177 


48 


0.989 


0.889 


1178 


23 


0.996 


0.936 


1180 


16 


0.967 


0.933 


1193 


15 


0.948 


0.907 


1195 


27 . 


0.936 


0.689 


1196 


42 


0.978 


0,750 


1197 • 


15 


0.977 


0.966 


1199 


26 


0.976 


0.875 


1200 


28 


0.973 


0.822 


1201 


28 


0.990 


0.925 


1205 


22 


0.982 


0.933 


1206 


15 


0.986 


0.919 


1207 


27 


0.994 


0.900 


1215 


21 


0.989 


0.87! 


1220 


28 


0.976 


0.653 


1226 


20 


0,987 


0.916 


1229 


30 


0.996 


0,894 


1230 


41 


0.983 


0.791 


1234 


20 


0,978 


0.893 


1239 


17 


0.953 


0.784 


1240 


25 


0.950 


0.897 


1241 


20 


0.974 


0.912 


1242 


15 


0.974 


0.817 


1247 


35 


0.973 


0.795 


1250 


22 


0.982 


0.872 


1251 


18 


0.983 


0.927 


1254 


20 


0,934 


0.828 


1255 


16 


0,952 


0.807 


1256 


19 


0.904 * 


0.656 


1260 


35 


0.957 


0,640 


1261 


35 


0.957 


0.640 


1263 


33 


0.953 


0.707 


1264 


24 


0.981 


0.884 


1265 


24 


0,987 


0.914 


1266 


21 


0.977 


0.905 
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SEQ ID NO: 


Position of Signal in 
Amino Acid SEfeuence 


maxS (Maximum score) 


meanS (Mean score) 


1267 


24 1 


0.978 


0,911 


1268 


18 » 


0.984 


0.958 


1269 




0.984 


0.958 


1270 


24 J 


0.989 


0.922 


1271 


18 I 


0.984 


0.956 


1272 


18 


0.986 


0.965 


1273 


18 


0,986 


0.965 


1276 


32 


0.956 


0.706 


1277 


48 


0.983 


0.616 


1278 


20 


0.965 


0.878 


1282 


16 


0.921 


0.828 


1283 


20 


0.937 


0.700 


1293 


19 


0.995 


0.971 


1294 


19 


0.995 


0,971 


1296 


20 


0.926 


0.751 


1302 


29 


0.981 


0.937 


1310 


27 


0.977 


0.849 


1314 


24 


0.977 


0.845 


3315 


23 


0.990 


0.833 


1317 


25 


0.971 


0.894 


1318 


16 


0.961 


0.916 


1319 


41 


0.980 


0.681 


1328 


17 


0.977 


0.921 


1329 


26 


0.993 


0.894 


1331 


25 


0,986 


0.939 


1333 


33 


0.977 


0.811 


1340 


43 


0.992 


0.943 


1341 


20 


0.943 


0.882 


1343 


20 


0.995 


0.933 


1344 


26 


0.938 


0.663 


1346 


21 


0.955 


0.767 


1347 


19 


0.920 


0.692 


1348 


41 


0.937 


0.604 


1349 


41 


0.937 


0,604 


1353 


19 


0.986 


0.961 


1357 


41 


0.923 


0.559 


1359 


25 


0.973 


0.853 


1361 


20 


0.935 


0.817 


1364 


29 


0.958 


0.637 


1365 


23 


0.991 


0.740 


1368 


29 


0.986 


0.848 


1369 


18 


0.997 


0.979 


1373 


16 


0.979 


0.964 


1375 


25 


0.980 


0.952 


1376 


37 


0.989 


0.822 


1378 


37 


0.984 


0.878 


1379 


42 


0.978 


0.698 


1380 


18 


0.969 


0.913 


1383 


31 


0.981 


0.856 


1386 


"36 *™ 


0.987 


0.595 


1387 


27 


0.955 


0.786 


1389 


17 


0.915 


0.825 


1390 


34 


0.954 


0.783 


1393 


19 


0,941 


0.839 


1396 


27 


0.944 


0.778 


1397 


20 


0.941 


0.734 
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SEQ ID NO: 


Position of Signal in 
Amino Acid SEquence 


imixS (Maximum score) 


mcitnS (Mean score) 


1404 f 


22 


0.982 


0.872 


1427 > 


19 


0.993 


0.931 


1428 | 


22 


0.992 


0.807 


1430" | 


22 


0.918 


0.716 


1433 J 


38 


0,994 


0.887 


1436 


24 


0.914 


0.588 


1438 


28 


0.990 


0.919 


1442 


26 


0.990 


0.969 


1446 


36 


0.954 


0.817 


1450 


23 


0.896 


0.747 


1451 


23 


0.969 


0.855 


1456 


24 


0.985 


0,932 


1462 


23 


0.985 


0.951 


1464 


27 


0,985 


0.927 


1465 


21 


0.960 


0.649 


1467 


41 


0.990 


0.922 ' 


1468 


20 


0.991 


0.954 


1469 


20 


0.991 


0.954 


1473 


21 


0.975 


0.909 


1478 


11 


0.900 


0.758 


1493 


18 


0.933 


0.634 


1495 


22 


0,899 


0.639 


1496 


40 


0.953 


0.668 


1509 


16 


0.881 


0.607 


1516 


36 


0.924 


0.590 


1517 


25 


0.919 


0.718 


1518 


28 


0.928 


0.590 


1519 


27 


0.967 


0.872 '-. 


1526 


25 


0.998 


0.934 


1527 


30 


0.973 


0.829 


1547 


20 


0.937 


0,728 


1551 


30 


0.962 


0.801 


1552 


17 


0.925 


0.779 


1557 


20 


0.981 


0.910 


1562 


17 


0.977 


0.921 


1565 


25 


0.938 


0.677 


1568 


22 


0.975 


0.822 


1577 


34 


0.934 


0.552 


1578 


28 


0.946 


0J99 


1583 


15 


0.954 


0.725 


1584 


30 


0.938 


0.808 


1592 


24 


0.973 


0.910 


1597 


24 


0.920 


0.596 


1600 


29 


0.968 


0.769 


1604 


28 


0.975 


0.926 


1613 


25 


0,977 


0,776 


1618 


41 


0.986 


0,847 


1627 


24 


0.9} 5 


0.578 


1630 


24 


0.950 


0.737 


1631 * 


28 


0.987 


0.785 


1632 


19 


0.890 


0.552 


1633 


22 


0.968 


0.934 


1634 


22 


0.968 


0.934 


1635 


23 


0.965 


0.883 


1636 


23 


0.965 


0.883 


1638 


26 


0.896 


0.615 
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SJ5Q IJ> NO: 


rosition of olgnai in 
Amino Acia oUrQUciicc 


maxS (Maximum score) 


mCuiiA ^iviurtii b*-or\*) 


i /T/t i 
i(>41 








1644 




A 071 


A £0A 


1646 


44 


ft QO') 


A ^76 


1649 


4j 


U.^04 


A fi^7 


1650 


/t <r 
45 


A 0/1/1 


A 6<t7 
U.OJ I 


1653 


17 


o.yos 


A Qd7 


1655 


TO 

Z6 


A GAA 


A £A7 


1657 


31 


A QTT 


A 79A 


1662 


AO 

28 


ft net 


fV AAA 


1666 


47 


o.yoj 


A AAA. 
0.04 1> 


1667 


19 


a nnA 
0.990 


O.V40 


1677 


47 


0.996 


0.330 


1684 


18 


A CV3A 


o.o/y 


1687 


25 


0.992 




1689 


26 


0,947 


A CA/( 


1693 


22 


0.963 


A OCft 


1695 


26 


0.956 


A OTA 
0.530 


1703 


26 


0.990 


a ncn 
0.959 


1706 


40 


0.987 


o.yi/ 


1707 


26 


0.985 


A A 1 H 


1710 


36 


0.991 




1713 


24 


0.887 


0.553 


1714 


23 


A AAC 

0.995 


A 0*7 >t 

o.y/4 


1715 


18 


0.997 


A ATT 


1716 


22 


0.968 


A A1 A 

0.934 


1718 


26 


0,974 


A Tl A 

0. /JO 


1721 


18 


A AOI 

0.983 


o.yjy 


1731 


24 


a noo 


A 01 0 

o.yiy 


1743 


30 


a non 

0.93V 




1744 


26 


A CiOA 


A TAG. 

0. /40 


1755 


23 


A C%£.C 

0.965 


A £01 


1758 


22 


a A*y> 
0.962 


A 010 


1759 


21 


O.yoo 


ft QU 


1760 


30 


A oca 


A I^Q 


1769 


t A 
10 


A ©OA 
U.ooU 


A TJtft 


1771 


1 A 

14 


A 099 


A 678 


1773 


i(\ 
iv 


A 0R9 


A R7Q 


1778 


34 


A 07"? 


0.817 


1 tTA 


30 


A Q7h" 


0794 


i TO/r 

!7oo 


1 ft 
15 


0 01 s 

V.710 


0.651 


I lot 


31 
Jj 


0 901 


0,834 


i /&y 


99 


0 047 


0.677 


wo*; 


94 


0.963 


0.865 


l /yo 


3A 




0.758 


1797 


33 


0.926 


0.807 


1800 


25 


0.889 


0.718 


1805 


20 


0.995 


0.968 


1807 


27 


0.887 


0.642 


1810 


41 


0,975 


0.875 


'2813 


26 


0.921 


0.620 


1826 1 


36 


0.951 


0.782 


1832 


19 


0.983 


0.888 


1833 


23 


0.971 


0.941 


1834 


40 


0.964 


0.560 


1839 


39 


0.942 


0.587 


1846 


16 


0.945 


0.737 
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SEQ ID NO: 


Position of Signal in 
Amino Acid Sequence 


niiixS (Maximum score) 


mcanS (Mean score) 


1847 


24 


0.946 


6.593 ' 


1848 


44 


0.974 


0.662 1 


1850 


26 


0,974 


0.730 1 


1851 


27 


0.952 


0.832 ¥ 


1856 


25 


0.960 


0.642 f, 


1866 


31 


0.956 


0.846 


1869 


16 


0.968 


0.921 


1884 


19 


0.984 


0.936 



TABLE 7 



SEQ ID 


Chromsomal location 


1 


X 


2 


Xp21.2-pIL2 


3 


2 


4 


2 


5 


8 


6 


8 


7 


17 


10 


17 


13 


9 


14 


Xq24-q25 


15 


Xq24-q25 


16 


9p21 


17 


16 


19 


7q32 


20 


2 


21 ■ ■ - • • ■ 


2 


22 


11 


23 


12q 


27 


22qll 


28 


«P 


29 


6p23 


31 


t7q 


32 


12 


33 


2p23.3-q34 


34 


9q31-q32 


35 


19 


36 


19 


37 


19ql3.3 


38 


6p21.3 


39 


I0q26.2-I0q26.3 


40 


3 


42 


12 


43 


6p2l-pl2 


44 


13ql2-13 


46 


2 


47 


3 


48 




49 


22ql3.33 


50 


5ql4-q22 


51 


X 


52 


19cen-qi3.2 


53 


3p26 



977 



WO 02/070539 



PCT/US02/05095 



SEO ID 




54 


2p24.3 l fc 


55 


3p26 


56 


3p26 1 


57 


15 A 


60 


1_ „ 

— 8 , 


62 


1r>21 7_07 S «w 




1 1 a 1 9-n 1 1 


66 


xpl 1 


67 








70 




71 


1 
1 


7? 


1fi?1 7-n7l ^ 


71 
/J 


17n1 1 O 


74 


V 
A 


/J 


10 

I i/ " ": - 


7/£ 
/O 




OU 


10 


01 
w 


OC|lD 






50 


17 


Q7 


17n77 nOA 

1 /qZZ-qz*f 


Off 


oqzz-qZj 


on 




01 






14 . ...... x 




7 
/ 


Ofi 


ifinlA 1 
J UtJZO. I 


07 


QrV) 1 , 




101]Z*Kj 


oo 


J 


101 

IvI 


IS 


109 


10 


iup 


6n?l 


104 


1 1 UJ JiJ*U 1 Ji*T 


105 


16 


107 


14ci32 l-a32 2 


111 




112 


9 


114 


2q35 


115 


22ql3 


116 


16 


H7 


16 


118 


I6q24.3 


120 


19 


122 


I 


123 


20 


124 


9 


125 


3 


126 


JJL „ 


127 




128 


20q 11.2-12 


129 


14 


131 


I0q25.1 


133 


I7pll.2 


134 


20 


136 


4pl6,3 



978 



WO 1)2/070539 



PCT/US02/05095 





^iiroiusoiDUii luctiiivu 




I7nl3 


iir 


10 


LJ J \ 






*t or i/ 


— — — ■ y- 


Yn 1 ^ l.n 1 




J 


J4D 


■3 
J 




C 


14 / 


o 
y 


14o 


1 1 nil 


i4y 


O 


15U 


15 


1 J 1 


io 

iy 


i <o 
I5Z 


Vr.1 1 Tl 1 1 


153 


1 8qzz-qZ3 


155 


lit 
10 


157 


4 


160 


lpjO^J-p3j 


lol 


yqZZ.z 


103 


4 


165 


3 


1 £.£. 

loo 


17 


167 


6p2L3 


loo 


lo 


1 Af\ 

loy 


Ck 

y 


1 /u 


ICl 

iy 


1/1 


15 


1 TJ 
1 /Z 


Zp/3 


I / J 


Zzq 11 .z 1 


174 


IKqZZ 


1 TO 

1 /y 


opz 1 .J 


1 ft A 


I5Q14 


lol 




lOJ 




1 Q/t 


1 1 
J I 


1ST 


1 1 

1 1 


TRR 




1 RQ 
loy 


19nH-ntf*r 


ion 


IXpl J-L|LC1 


101 


12nl3-ater 






193 




104 




195 


10 




7nll-n72 


200 


7q22.1-7q31.33 


201 


3 


202 


19ql3.4 


203 


3 


205 


£q28 


206 


6 


208 1 


Xq26.2-27 i 2 


209 


4 


210 


4 


211 


lq31 


212 


19ql2-19ql3J 


213 


6q23 



979 



WO 02/07053*) 



PCT/US02/05095 









10 




1 




1n^9 9-34 9 




Q 

O 


~91R 1 


1 Inll 


Old * 

219 ft 




220 




221 


JO 


222 


i / 


223 


1 


224 


lOrtl 1 3 

lypuo 


225 


IOmI i #-.11 

lypi l-ql I 


226 


J 


227 


1 
1 


228 


1 

1 


229 


to 


230 


c 
j 


231 




232 


lpil.l-p22,i 


233 




234 




235 


1 


236 


17 


237 


i <r 


238 


2pU 


239 


17 


241 


Ilpl3 


242 


1 1 


243 




244 


12 


245 


to 
iy 


246 




247 




248 


io 


249 


14 


250 




23 I 


to 


J.jZ 


Ort99~n91 or Qnll 




1 1n 




QnTWi^ 1 


ZDS 


1 9ntpr-n 1131 

I^piCl = JJ 1 J.J I 




g 


OAt 


llql4 


aOa 


17 






264 


16ql3-q2I 


265 


]6ql3-q21 


267 


6q26-27 


268 


9ql2-q21.2 


269 


9ql2-q2L2 


270 


9ql2-q21.2 


271 


19 


272 


lp34.1-35.3 


273 


11 


274 


n 


275 


X 


277 


2 



980 



WO 02/070539 



PCT/US02/05095 



f> 





Chroms oni ;il location 




*9 


ZoW 


1 On 11 1 nil 0 


ZOZ 


1Z 


zqh 


ZpZ j. j-CJZho 


oq<t 


1 1 *i1 t 

llpl3 


Zot> 


1 o 


Zo f 


rj 


Zoo 


1U 


2VU 


12 




3q23-qZ4 


294 


"1 O j| 1 ICO 

lp34. 1-35.3 


295 


p22*2-3U 


296 


3q22-q24 


297 


6 


299 


2pll 


300 


16 


301 


10q24 


302 


10 


304 


12q22-q23 


305 


17pter-pl 1 


307 


Ip35-p34 


308 


9 


309 


16 


310 


21 


31 1 


12pl3 


312 


1 


313 


1 


314 


17 


315 


Iq42"q43 


316 


op2 1.32-22.1 


317 


Col »}r> 11 1 

6p2 J ,32-22.1 


318 


/-ill ">r> I 

opZI.JZ-ZZ.I 


319 


OpZl.JZ-ZZ.l 




OpZ 1.32-22.1 


in 1 
321 


opZ 1 .32-Z2* 1 


j2Z 


OpZ 1 ..52-22. 1 




&v>i iojjo i 

0pZJ.J2~^Z. J 








An01 10 OO 1 


->ZO 


17 




q 
j 


ion 


Id 

14- 


*V*7 






17 


JJU 




3^7 




338 


8q23 


339 


16qll.l-qll.2 


340 


8q22-q23 


341 


16pl3.3 


342 


18 


343 


15 


344 


17 


345 


20qlL2-ql3.1 


346 


20qlU-ql3.1 


347 


19ql3.3 


348 


19 



981 



WO 02/070539 



PCT/US02/05095 





Cfirorasomal location 


^4.9 


17n7S 1 


,J_FU 




J J I 


1 1 




1 
1 




IJZ.J. 1 -vj J ■ I 


ltd 


1 In Id 




icp J 






jj / 


15 


3Di$ 


3p 


OCA 

35 y 


in 


3oU 


/qzz 


30 1 


/qz^ 


3oz 


lq21.3 


303 


3 


3o4 


loqiz 


3o5 


1 lpJO 


36/ 


1 /I 

14 


369 


lp3o.21 


371 


6pl2.3-21.1 


373 


]4C(13,l-14q^l.3 


374 


15 


375 


4 


376 


7q32-q34 


3// 


/q3x-q34 


no 

3/o 


Z0ql3.1-ql3.2 


381 


13 


HOI ^ 






Id 


3o4 - • 


f 0 


3o2> 


zuqiJ.l 




iO 


3£/ 






1 1 

Jt 1 








17 




17 








1 Sn?4-n7rt 


396 


15q22 


197 






2 


400 


Ulf 1 £*£* 


401 


6q21-22 


402 


I4q24.3 


403 


2 


404 


Uql3 


405 


17 


407 


14 


408 


10 


409 


10q23-q24 


410 


19 


411 


11 


412 


ltplS 


413 


12ql3.2-ql3.3 


434 


3pl3-q26.1 


416 


17 



982 



WO 02/070539 



PC17US02/05095 





Chromsomal location 


An i 




AOO 


3 


4Z,> 


J2 1 


A"JA 

4Z4 


3p24.3 1 




W - 1 


4Zo 


opZLl-2I.Z p 


42/ 


0 


42$ 


22ql3.2-qli.3l 


429 


11 


430 


2 


432 


14q31 


433 


17 


434 


22 


436 


7q35 


440 


8pll.2 


441 


Hql2 


443 


5 


444 


1 


445 


13qB 


446 


17 


447 


17 


448 


Ip35,2-36.13 


449 


6 


450 


15q24-q25 


451 


19 


452 


4 


453 


2 


454 


11 


455 


17 •' ••' 


456 


1 A 

10 


457 


p3 1.3-32.2 


45 ft 


i 
i 


A CC\ 

459 


7pl3-pl K2 


40U 


12 


AC t 

461 


18pl 1.2 


462 


17 


40 J 




404 


10 


400 


IT 
1 / 


to / 


1 ICJZJ 


406 


J 


4ov 




tyf V 


1 
1 


4/Z 


1Q 

iy 






474 


n33-34 3 


475 


7q36 


476 


2 


477 


9p24.l-243 


478 


6p22.1-22.3 ... ^ 


479 


20 


480 


22ql2.3-13.l 


481 


16q22.1-q22.3 


483 


19 


484 


19 


489 


6 


491 


Iq21-q22 



983 



WO 02/070539 



PCT/US02/05095 



55FO ID 






*4n9fi-n97 


493 




494 


4 


495 


-1 — — - 


4Q6 




4Q7 


F7n93 9 n9S 1 




Tin 
liq 


4QQ 


*tp i j.j l 


JU\J 


11/ 


Jul 


C/i9j1 1 
0qZ4.3 




1 ft 
10 


JV14- 




3U3 


10 




9*\1 ji 1 


3U/ 


1/1 
14 


jUo 


1 lpl3,3 


CflG 


1 1 
11 


3ll> 


I3qz3 


31 1 


1 A rtOt 1 nT) 1 

14qil.I-C|ZZ.j 


3lZ 


13qlt 


313 


i r\ 
1U 


314 




CI c 

313 


13qi5 


3lo 




31o 


1vlrt9t 


OAnnAiccu *49i9 
UUUUUJoDKCIiJ-4 








con 

3zU 


19 


3zl 




^99 


zuqiz-cj 13. i -i 


^93 
3*3 




344 


19 
1Z 


3ZO 


io 


S97 


17 
l / 


3*0 


3 




\j\jA I, J 








16p 


532 


17 


533 


16q24.1 


534 


19pl33-pl3.2 


535 


19pl33-pl3.2 


536 


13 


537 


17 


538 


12 


539 


lq2L2-q22 


540 


17 


541 


18ql2 


542 


16 


545 


2p23.3-q34 


546 


Hq2tt-q22.3 


547 


2pl2 


548 


17qU-qter 


549 


4 


550 


17 


551 


9 


552 


I7q24-q25 



984 
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SEQ 10 


Chrornsomal location 


553 ' 


12 


554 1 


5 


555 * 


17 


556 I 


10q23.3 


557 1 


9 


556 J 


9 


559 


X 


560 


20 


562 


16 


563 


15 


564 


3 


565 


4 


566 


6p22.1-23 


567 


X 


568 


5 


570 


19cil3.4 


572 


Ip36.23-p36.21 


573 


6 


574 


6pl 1.2-12.3 

- — * 


575 


8 


577 


12 


578 


17 


579 


10 


580 


6p21 


581 


2 


582 


3q25 i l-q25,2 


583 


3q25.1-q25.2 

1 — L- 


584 


19 


585 


19pl3.3 


586 


15 


587 


15 


588 


4q25 


589 


9p24 


590 


17 


591 


20ql3.1 1-13.2 


592 


X 


593 


2p23.3=q24.3 


594 


6p22,l 


595 


1 


596 


I 


597 


2q31-q37 


598 


lp36.1 


599 


2p11.2-qll.2 


600 


!9pl3.1 


601 


2 


602 


17pl3.3 


603 


15q 


604 


11 


606 


Ip36 


607 


22qll,21 


608 * 


3 


609 


16 


610 


1 


611 


6 


613 


12 


615 


2p24.3 


616 


20qll.2 



985 
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SEOID 


Chromsomal location 


617 


16 


618 


17 


619 


8q22 


620 


17q23.1 


621 


14 


622 


8 


624 


17 


625 


5 


626 


17 


628 


19 


629 


17qll 


630 


3p2U-q!3,13 


631 


20 


632 


20 


634 


6 


636 


6 


637 


2 


638 


20ql3 


639 


8q22-q23 


640 


8 


642 


5q21«q22 


643 


xq26 


644 


22 


645 


llq25 


646 


2 


647 


2p23.3-q34 


648 


5 


651 


X 


652 


3 


653 


3pl3-q26.I 


654 


12q 


655 


12q 


656 


17 


657 


17 


658 


12 


659 


12 


660 


9q31 


661 


11 


663 


6 


664 


2p23.3-q24.3 


666 


10 


667 


21q 


66S 


11 


669 


11 


670 


2Iq22.3 


67! 


4pl6J 


672 


11 


673 


12 


675 


19 


676 


19 


677 


6p24-25 


678 


5 


679 


X 


680 


3p2hl~qlZ3 


681 


5 


683 


12pl3.1-pl2.3 


684 


I7q 



986 



WO 02/07053?) 



PCT/US02/05095 



SEQ ID 


ChiYnnsnitial InmtSnn 


685 


19 


686 


19 


687 


19 


688 


19 


689 


7o31 l-o31 3 


691 


17 


692 


17 


694 




695 


17 


697 


7d14 3-d14 1 


698 




699 




700 


14q24.3 


701 


17 


702 


17 

I / 


703 


1 

1 


704 




705 


UJHO —yd, 1.1 


706 


17 


708 


0 
0 


711 


1 


712 




713 


10 


714 


1 Rn? 1 


715 


17 


716 




717 


1n1?-71 1 


718 




720 


17 


721 


11 


722 


1 1 
1 1 


723 


15 


724 


5 


726 


7 


727 


17q21,3 


728 


11 


729 


5 


730 


12 


731 


4 , 


732 


12 


733 


15ql5 


734 


8q24.3 

. "Mf 7.:. , . 


735 


Xq26. 3-27.3 


736 


19q13.2 


737 


21q22.1 


738 


5 


740 


13 


742 


Ip36.2-p35 


743 


2 


744 


2 


746 


1 


747 


2q32-q33 


748 


2p23 


749 


13 


750 


4 


751 


17pll.2 


752 


Ipl3 



987 



WO 02/070539 



PCT/US02/05D95 



SEO ID 


Chromsomal location 


753 


5 ; 


754 


Ilql3.1-ql3.3 


755 


19 | 


756 


5pter-pl3,3 I 


757 


io y 


758 


19ql3 I 


760 


19 


761 


14 


762 


19 


763 


X 


765 


X 


766 


9q34,3 


767 


17 


769 


5 


770 


14 


771 


17ql2 


772 


20 


773 


17 


774 


8 


775 


3 


776 


15 


777 


8 


778 


6 


779 


17 


780 


15 


781 


14 


782 


11 


783 


19ql3,4 


784 


8plL2 


785 


8 


786 


8 


787 


17 


788 


8 


789 


Iq42.13^43 


790 


7qlL2NqlL23 


791 


11 


792 


3pl3*ql3.2 


793 


9 


794 


Hql2 


795 


lp32.2-34.2 


797 


18 


798 


18 


799 


Uql3 


800 


17 


801 


7pl5-p21 


802 


17 


803 


17pl3.1 


805 


17q25.3 


806 


17q25 


808 


5 


809 


7pl5-pl4 


810 


9q34.2-q34.3 


811 


1 


812 


6 


813 


8 


814 


17 


815 


20 



988 



WO 02/070539 



PCT/US02/05095 



SEO W 


Chromsomal location 


816 


7q34-q36 L 


817 


!4q2U-q2l.3 


818 


lp32.1-33 | 


819 


5 1 


820 


6p21.3 | 


821 


17 I 


822 


15 


823 


5 


824 


19 


825 


lp32.3 


826 


11 


827 


14 


828 


P34.1-34.3 


829 


16 


830 


8plL2 


831 


17q2L3-17q22 


833 


17 


834 


7p 


835 


21 


836 


10cen-q26.11 


837 


19 


838 


5 


840 


10 


841 


7qll-q22 


842 


11 


843 


17 


844 


3 


845 


17 


846 


17 


847 


17 


848 


10 


849 


6 


850 


5q 


851 


5 


853 


7q35-qter 


854 


19 


855 


19 


857 


S 


858 


16 


860 


10 


861 


19 


863 


lSpll.2 


864 


17 


866 


15ql5 


867 


7 


868 


12 


869 


1 


870 


llq23 


871 


16 


872 


16pl3.3 # 


873 


I7ql2-q21 


874 


llq!3.5 


875 


llcen-qI2.1 


876 


16ql3 


877 


X 


878 


Iq21-q23 


879 


xq22.1-q22.3 



989 



WO 02/070539 



PCT/US02/05U95 



SEQ ID 


Chromsonial location 


880 ' 


lp3 1.2-32.3 


88] f 


19ql3,3-ql3.4 


883 b 




884 I 


7 


885 J 


14q32 


886 *i 


2 


887 


22qll.2 

^Jl , . , , „ 


888 


12 


889 


15 


890 


18 


891 


17 


892 


Xq21 ,33-223 


893 


6p2 1.32-22.2 


894 


11 


895 


7q33~q34 


897 


13 


898 


15 


901 


1 


902 


14 


904 


16pl 1.2 


905 


21q22.3 


907 


10 


909 


X 


910 


10q26 


911 


20 


912 


] 


913 


18 


914 


6 


915 


10 


916 


13 


917 


17 


919 


15ql5 


920 


20 


921 


22ql2,3 


922 


16 


923 


11 


924 


2q33.3 


927 


9 


928 


2q21 

~ . . — _ 


929 


19 


930 


18 


931 


16 


932 


16 


934 


llplS 


936 


7q35 


937 


6q22. 1-22.33 


939 


17 


940 


17 


941 


17 


942 


4 


943 * 


Ip36.31-p36.il 


944 


9 


945 


12 


946 


19pl3.3 


947 


22qlL2 


948 


5 



990 
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TABLE 8 



SJfeiQ ID Nf> of Full-length 
Nucleotide Sequence 


kfc^l ID INO oi rUiMengtn 
Peptide Sequence 


— ; ; — — — 

SEQ ID NO in Priority Application 

TTCCM AO/TOO A*\i 


j 1 




X 


2 { r- 




z 


3 1 




3 


4 w 




A 
** 


5 


y^3 


C 
*> 


6 


954 


r 

0 


7 


Arc 

955 




8 


956 


A 

8 


9 


957 


ft 

y 


10 


958 


10 


U 


959 


II 


12 


960 


12 


13 


961 


13 


14 


962 


14 :V - 


15 


963 


15 


16 


964 


16 


17 


965 


17 


IS 


966 


18 


19 


967 


19 


20 


968 


20 


21 


969 


21 


22 


970 


22 


23 


971 


23 


24 


972 


24 


25 


973 


25 


26 


974 


26 


27 


975 


27 


28 


976 


28 


29 


977 




30 


978 


3U 


31 


979 




32 


980 




33 






34 


no 

yoz 




35 


yoi 


ic 
J-* 


Jo 


QftA 


JO 


37 


yo*> 


17 
^ / 


38 


yoo 


TR 

JO 


nD 
jy 


Oft*? 

yo / 






QRR 


40 


41 


ORG 


/I 1 
HI 


42 


990 


42 


43 


991 


43 


44 


992 


44 


45 


993 


45 


46 


994 


46 


47 


995 


47 


48 


996 


48 


49 


997 


49 


50 


998 


50 


51 


999 


51 


52 


1000 


52 


53 


1001 


53 


54 


1002 


54 



991 



WO 02/070539 



PCT/IIS02/05095 



SilTO ID NO nf Fiill-I^notli 
Niirloni'irlp ^p/ihoii<*p 

llUlltiUUUt. OCi|UL'llV>C 


Cpn rn NO nf Pull limatfi 




55 


1003 




56 


1004 


ju 


57 


1005 


57 


JO 


1006 

1UUU 


JO 


J? 


1007 




60 


100R 




Ul 


T000 


Ol 


OA 








1 A.1 1 






into 


/id 




inn 


03 


AA 
OO 




00 


A7 
O/ 


JUi 3 


A7 
0/ 


Ail 
Oo 


Ifll A 
iVlo 


Oo 




1017 

Jul / 


07 


7A 


Ifll Q 

juio 


7fl 


71 
/I 


mi q 


71 


fZ 


lUZU 


71 

7Z 


73 


10/1 


71 
/J 


7/1 


lUZz 


7/1 

74 


IK 


i nn 
1UX5 


7*; 
fj 


ik. 
to 


1 flO/t 

1UZ4 


7£ 

70 


77 
If 


IUZj 


77 


70 

(o 


lUZO 


7P. 


70 


1UZ / 


7Q 


ttU 


1 fVJB 


on 


ol 


moo 


CI 
ol 


5Z 




ISZ 


OJ 


ivjj 1 


£3 
&> 


RA 


1ftt7 
1 LfJ-i 


ft/1 
o4 


R5 


IUjj 


OJ 


RA 
oO 




R£ 
50 


R7 




R7 


ftft 
OO 


IvjU 


RR 


X9 


IV/ J / 


R9 


00 
y\j 


103R 




91 


I Vy? 


Qt 


92 


1040 


92 


93 


1043 


93 


94 


1042 


94 


95 


1043 


95 


96 


1044 


96 


97 


1045 


97 


98 


1046 


98 


99 


1047 


99 


100 


1048 


100 * 


101 


1049 


101 


102 


1050 


102 


103 


1051 


103 


104 


1052 


104 


105 


1053 


105 


106 


1054 


106 


107 


1055 


107 


108 


1056 


108 


109 


1057 


109 


no 


1058 


110 



992 
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SEO ID NO of FulMcnptfi 
Nucleotide Sequence 


SEQ ID NO of Full-length 
Peptide Sequence 


SEQ ID NO in Priority Application 
USSN 09/799,451 


31] 


1059 


111 . 


112 


1060 


112 } 


113 


1061 


113 1 


114 


1062 


114 "f 


115 


1063 


115 \ 


116 


1064 


116 


117 


1065 


117 


118 


1066 


118 


1 1Q 

iip 


1067 


119 


190 


1068 


120 


A j& I 


1069 


121 


122 


1070 


122 






121 




1072 


124 




A v 1 J 


19S 


196 


1074 




197 


1075 

A v / J 


127 




1076 


198 


190 


1077 


19Q 


i in 




110 


in 


1 079 


111 


uz 


lOftfl 

lvOU 


119 


111 


J VP* 


111 


11ZI 


1 089 


1 14 


11^ 


1081 


135 


116 


1 084 


116 


117 


1085 


117 


lift 


1086 


1151 


HQ 


1087 


139 . ; • , 


140 


1088 


140 


141i 

A HI 1 


1089 


141 


142 


1090 


142 


143 


1091 


143 


144 


1092 


144 


145 


1093 


145 


146 


1094 


146 


147 


1095 


147 


148 


1096 


148 


149 


1097 


149 


150 


1098 


150 


151 


1099 


151 


152 


1100 


152 


153 


1101 


153 


154 


1102 


154 


155 


1103 


155 


156 


1104 


156 


157 


1105 


157 


158 


1106 


158 


159 


1107 


159 


160 


1108 


160 


161 


1109 


161 


162 


1110 


162 


163 


1111 


163 


164 


1112 


164 


165 


1113 


165 


166 


1114 


166 



993 
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SEQ ID NO of Full-length 
Nucleotide Sequence 


1 SEQ ID NO of Full-length 
Peptide Sequence 


SEQ IB NO in Priority Application 
USSN 09/799,451 


167 


1115 


167 1 


168 


1116 


168 t ~ 


169 


1117 


169 1 


170 


1118 


170 | 


171 


1119 


171 J 


172 


1120 


172 ' 


173 


1121 


173 


174 


1122 


174 


175 


1123 


175 


176 


1124 


176 


177 


1125 


177 


178 


1126 


178 


J 79 


1127 


179 


180 


1128 


180 


181 


1129 


181 


182 


1130 


182 


183 


1131 


183 


184 


1132 


184 


185 


1133 


185 


186 


1134 


186 


187 


1135 


187 


188 


1136 


188 


189 


1137 


189 


190 


1138 


190 


191 


1139 


191 


192 


1140 


192 


193 


1141 


193 


194 


1142 


194 


195 


1143 


195 


196 


1144 


196 


197 


1145 


197 


198 


1146 


198 


199 


1147 


199 


200 


1148 


200 


201 


1149 


^201 


202 


1150 


202 


203 


1151 


203 


204 


1152 


204 


205 


1153 


205 


206 


1154 


206 


207 


1155 


207 


AAA 

208 


1156 


208 


209 


1157 


209 


210 


1158 


210 


211 


1159 


211 




1 1 /In 
1 100 


212 


213 


1161 


213 


214 


1162 


214 


215 


1163 


215 


216 


1164 


216 * 


217 


U65 


217 


218 


1166 


218 


219 


1167 


219 


220 


1168 


220 


221 


1169 


221 


222 


1170 


222 



994 



WO 02/07053V PCT/IJS02/05095 



SEQ ID NO of Full-length 
Nucleotide Sequence 


SEQ ID NO of Full-length 
Peptide Sequence 


SEQ ID NO in Priority Application 
USSN 09/799,451 


223 


1171 f 


223 


224 


1172 fc 


224 


225 


1173 | 


225 


226 


1174 1 


226 


227 


1175 I 


227 


228 


1176 


228 


229 


1177 


229 


230 


1178 


230 


231 


1179 


231 


232 


1180 


232 


233 


1181 


233 


234 


1182 


234 


235 


1183 


235 


236 


1184 


236 


237 


1185 


237 


238 


1186 


238 


239 


1187 


239 


240 


1188 


240 


241 


1189 


241 


242 


1190 


242 


243 


1191 


243 


244 


1192 


244 


245 


1193 


245 


246 


1194 


246 


247 


1195 


247 


248 


1196 


248 


249 


1197 


249 


250 


1198 


250 


251 


1199 


251 


252 


1200 


252 


253 


1201 


253 


254 


1202 


254 


255 


1203 


255 


256 


1204 


256 


257 


1205 


257 


258 


1206 


258 


259 


1207 


259 


260 


1208 


260 


261 


1209 


261 


262 


1210 


262 


263 


1211 


263 


264 


1212 


264 


265 


1213 


265 


266 


1214 


266 


267 


1215 


267 


268 


1216 


268 


269 


1217 


269 


270 


1218 


270 


271 


1219 


271 


272 


1220 * 


272 


273 


1221 


273 


274 


1222 


274 


275 


1223 


275 


276 


1224 


276 


277 


1225 


277 


278 


1226 


278 



995 



WO 02/070539 



PCT/US02/05095 



<5FA ID NO nf YTuII-lpnatli 

MULIbVllUli 1 r 1 1| ^1 111! 


SFO If* NO nf Full-lenoth 
Prntiflo Sp-nupnre 


USSN 09/799 451 


279 


1227 


279 


280 | 


1228 


280 


281 1 


1229 


281 


7R2 If 


1230 


287 


283 \ 


1231 


283 


284 


1232 


284 








ZOU 




286 


9R7 
ZD/ 


1 jLJ J 


?R7 
zo/ 


7RR 
Zoo 


IX JO 


xoo 


zov 


1917 


7R9 


900 


lZJO 


700 

XJiJ 


901 

zyi 


1910 


901 

zyi 


909 

ZyZ 




709 

z:/z 


901 
ZiO 


19A1 


901 

zyj ■ 


Z?*f 


1949 


zy*f 


90^ 

zio 


19A1 
1Z4J 


zy_» 


zyO 






907 

zy/ 


19/1< 


90/7 

zy/ 


90ft 




90a 


900 


19/17 


zyy 




19A8 
lZ^-o 


100 


■jot 


19A0 


101 


JUZ 


19^0 


109 
jUZ 


mi 


19^1 
IX J 1 


ioi 


JIM 


1 9^9 
IZjZ 


104 




1 9^1 


io^ 


1A6 


IZJ*t 




107 


IX J*/ 


107 

j\/ / . - . . .-, ....... . , ■ 


1AR 


19^ 


ins 


ino 


1957 


100 


no 


17<iR 
IX JO 


110 




17^0 


111 




1260 


312 


in 


17fii 


313 


314 


j 262 


314 


315 


1263 


315 


316 


1264 


316 


317 


1265 


317 


318 


1266 


318 


319 


1267 


319 


320 


1268 


320 


321 


1269 


321 


322 


1270 


322 


323 


1271 


323 


324 


1272 


324 


325 


1273 


325 


326 


1274 


326 


327 


1275 


327 


328 * 


1276 


328 


329 


1277 


329 


330 


1278 


330 


331 


1279 


331 


332 


1280 


332 


333 


1281 


333 


334 


1282 


334 



996 
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cirn ID NO nf ffull-lenirth 
NiirlftoHflft Sfrfiiience 

-11 UvlWulluv Is****! W vM*-»- 


SEO ID NO of Ftill-Icitfrth 
Peptide Sequence 


SF.O IT) IVD in PHnrifv Aiititiratinti 
USSN 09/799 451 


335 


1283 


335 


336 


1284 


336 


337 


1285 


337 


118 

J JO 


1286 


338 


11Q 


1287 


339 


340 


1288 


340 


141 


1289 


341 


147 


1290 


342 


14^ 


1791 


343 


144 


1292 


344 


IAS 


1791 


345 


146 


1704 


346 


147 


1295 


347 




1706 


148 


14G 


1707 


140 






JJU 




1700 


1 


1***> 


IJUU 


352 


Kl 


1101 


1^1 
JJJ 




1107 


1^4 


J J J 


1101 




JJP 


1104 


^6 


K'7 
/ 


no*; 


1^7 






358 




1107 


1^0 


160 


110R 


360 




1100 


161 


167 


1110 


167 


161 


1311 


363 


1fi4 


1117 


164 


JUJ 


1111 


365 


166 


1314 


366 


167 


1315 


367 


368 


1316 


368 


160 


1317 


369 


170 


1318 


370 


371 


1319 


37I 


372 


1320 


372 


373 


1321 


373 


374 


1322 


374 


375 


1323 


375 


376 


1324 


376 


377 


1325 


377 


37S 


1326 


378 


379 


1327 


379 


380 


1328 


380 


381 


1329 


381 


382 


1330 


382 


383 


1331 


383 


*384 


1332 


384 


385 


1333 


385 


386 


1334 


386 


387 


1335 


387 


388 


1336 


388 


389 


1337 


389 


390 


1338 


390 



997 
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SEQ ID NO of Full-length 
Nucleotide Sequence 


SEQ ID NO ofFulMength 
Peptide Sequence 


SEQ ID NO in Priority Application 
USSN 09/799,451 1 


391 


1339 


391 ' 


392 


1340 


392 


393 


1341 


393 


394 


1342 


394 


395 


1343 


395 


396 


1344 


396 


397 


1345 


397 


398 


1346 


398 


399 


1347 


399 " 


400 


1348 


400 


401 


1349 


401 


402 


1350 


402 


403 


1351 


403 


404 


1352 


404 


405 


1353 


405 


406 


1354 • 


406 


407 


1355 


407 


408 


1356 


408 


409 


1357 


409 


410 


1358 


410 


411 


1359 


411 


412 


1360 


412 


413 


1361 


413 


414 


1362 


414 


415 


1363 


415 


416 


1364 


416 


417 


1365 


417 


418 


1366 


418 


419 


1367 


419 


420 


1368 


420 


421 


1369 


421 


422 


3370 


422 


423 


1371 


423 


424 


1372 


424 


425 


1373 


425 


426 


1374 


426 


427 


1375 


427 


428 


1376 


428 


429 


1377 


429 


430 


1378 


430 


431 


1379 


431 


432 


1380 


432 


433 


1381 


433 


434 


1382 


434 


435 


1383 


435 


436 




436 


437 


1385 


437 


438 


1386 


438 


439 


1387 


439 


440 


1388 


440 


441 


1389 


441 


442 


1390 


442 


443 


1391 


443 


444 


1392 


444 


445 


1393 


445 


446 


1394 


446 



998 



VVO 02/070539 



PCI7US02/05095 



SEQ ID NO of Full-length 
Nucleotide Sequence 


SEQ ID NO of Full-length 
Peptide Sequence 


SEQ ID NO in Priority Application 
USfiN 09/799,451 

, Ml — —> 1 ■■ — 


447 


1395 


447 


448 


1396 


448 1 


449 


1397 


449 1 


450 


1398 


450 ¥ 


451 


1399 


451 ft 

ml — r-. - 


452 


1400 


452 


453 


1401 


453 


454 


1402 


454 


455 


1403 


455 


456 


1404 


456 


457 


1405 


457 


458 


1406 


458 




1407 


459 




1408 


460 


461 


1409 


461 


462 


1410 


462 


463 


141 1 


463 


464 


1412 


464 


465 


14H 


465 


46fi 


1414 


466 


467 


1415 


467 


468 


1416 


468 


469 


1417 


469 


470 


1418 


470 


471 


1419 


471 


472 


1420 


472 


473 


1421 


473 




1422 


474 


475 


1423 


475 


476 


1424 


476 


477 


1425 


477 


478 


1426 


478 


479 


1427 


479 


480 


1428 


480 


481 


1429 


481 


482 


1430 


482 


483 


1431 


483 


484 


1432 


484 


485 


1433 


485 


486 


1434 


486 


487 


1435 


487 


488 


1436 


488 


489 


1437 


489 


490 


1438 


490 


491 


1439 


491 


492 


1440 


492 


493 


1441 


493 


494 


1442 


494 


495 


1443 


495 e 


496 


1444 


496 


497 


1445 


497 


498 


1446 _ 


498 


499 


1447 


499 


500 


1448 


500 


501 


1449 


501 


502 


1450 


502 



999 



WO 02/070539 



PCMJS02/U5095 



SEQ ID NO of FiiIMength 
Nucleotide Sequence 


SEQ ID NO of Full-length 
Peptide Sequenc^ 


SEQ ID NO in Priority Application 
USSN 09/799,451 


503 


1451 " 


503 




1452 | 


504 


505 


1453 1 


505 


506 


1454 y 


506 


507 


1455 * 


507 


508 


1456 


508 


509 


1457 


509 


510 


1458 


510 


5U 


1459 


511 


512 


1460 


512 


513 


1461 


513 


514 


1462 


514 


515 


1463 


515 


516 


1464 


516 


517 


1465 


517 


518 


1466 


518 


519 


1467 


519 


520 


1468 


520 


521 


1469 


521 


522 


1470 


522 


523 


1471 


523 


524 


1472 


524 


525 


1473 


525 


526 


1474 


526 


527 


1475 


527 


528 


1476 


528 


529 


1477 


529 


530 


1478 1 


530 


531 


1479 


531 


532 


1480 


532 


533 


1481 


533 


534 


1482 


534 


535 


1483 


535 


536 


1484 


536 


537 


1485 


537 


538 


1486 


538 


539 


1487 


539 


540 


1488 


540 




1489 


541 


542 


1490 


542 


CA "H 

543 


1491 


543 


C/l A 

j44 


1492 


544 




1493 


545 


J4t> 


1494 


546 


547 


1495 


547 


548 


1 *tVO 




549 


1497 


549 


550 


1498 


550 


551 


1499 


551 


552 


1500 * 


552 


553 


1501 


553 


554 


1502 


554 


555 


1503 


555 


556 


1504 


556 


557 


1505 


557 


558 


1506 


558 



1000 



WO 02/070539 
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SEQ ID NO ofFulMcngth 
Nucleotide Sequence * 


SEQ ID NO of Full-length 
Peptide Sequence 


SEQ ID NO in Priority Application 
USSN 09/799,451 


559 1 


1507 


559 


560 _[ 


1508 


560 




1509 


561 


562 " 1 


1510 


562 


563 * 


1511 


563 


. ^ , . r- D 

564 


1512 


564 


565 


1513 


565 


566 


1514 


566 


567 


1515 


567 


568 


1516 


568 


569 


1517 


569 


570 


1518 


570 


571 


1519 


571 


572 


1520 


572 


573 


1521 


573 


574 


1522 


574 


575 


1523 


575 


576 


1524 


576 


577 


1525 


577 


578 


1526 


578 


579 


1527 


579 ' - 


580 


1528 


580 


581 


1529 


581 


582 


1530 


582 


583. 


1531 


583 


584 


1532 


584 


585 


1533 


585 


586 


1534 


586 


587 


1535 


587 


588 


1536 


588 


589 


1537 


589 


590 


1538 


590 


593 


1539 


591 


592 


1540 


592 


593 


1541 


593 


594 


1542 


594 


595 


1543 


595 


596 


1544 


596 


597 


1545 


597 


598 


1546 


598 


599 


1547 


599 


600 


1548 


600 


601 


1549 


601 


602 


1550 


602 


603 


1551 


603 


604 


1552 


604 


605 


1553 


605 


606 


1554 


606 


607 


1555 


607 


608 


1556 


608 


609 


1557 


609 


610 


1558 


610 


611 


1559 


611 


612 


1560 


612 


613 


1561 


613 


614 


1562 


614 



1001 



WO 02/070539 



PO7US02/05095 



SEQ ID NO of Full-length 
^Nucleotide Sequence 


SEQ ID NO of Full-length 

Peptide Sequence 


SEQ ID NO in Priority Application 
USSN 09/799,451 


615 


1563 


615 


614 


1564 


616 


6li 


1565 


617 


61* 


1566 


618 


61* 


1567 


619 


620 


1568 


620 


621 


1569 


621 


622 


1570 


622 


623 


1571 


623 


624 


1572 


624 


625 


1573 


625 


626 


1574 


626 


627 


1575 


627 


628 


1576 


628 


629 


1577 


629 


630 


1578 


630 


631 


1579 


631 


632 


1580 


632 


633 


1581 


633 


634 


1582 


634 


635 


1583 


635 


636 


1584 


636 


637 


1585 


637 


638 


1586 


638 


639 


1587 


639 


640 


1588 


640 


641 


1589 


641 


642 


1590 


642 


643 


1591 


643 


644 


1592 


644 


645 


1593 


645 


646 


1594 


646 


647 


1595 


647 


648 


1596 


648 


649 


1597 


649 


650 


1598 


650 


651 


1599 


651 


652 


1600 


652 


653 


1601 


653 


654 


1602 


654 


655 


1603 


655 


656 


1604 


656 


657 


1605 


657 


658 


1606 


658 


659 


1607 


659 


660 


1608 


660 


661 


1609 


661 


662 


1610 


662 


663 


1611 


663 


664 • 


1612 


664 


665 


1613 


665 


666 


1614 


666 


667 


1615 


667 


668 


1616 


668 


669 


1617 


669 


670 


1618 


670 



1002 



WO 02/1*70539 



PCT/IJS02/05095 



au>i^ lu oi j* uii-icngtli 
rsucieoruiG &Qciuexice 


Ml/Q ID INO ot PulHcngth 
Peptide Sequence 


SEQ ID NO in Priority Application 
USSN 09/799,451 


671 
0/1 


1 A 1 Q 


671 


679 


J0ZU 


672 


0/J 


lozl 


673 


0/4 


1622 


674 


O/ J 




675 


/^7/£ 
0/0 


i An A 

1624 


676 


Off 


1625 


677 


O/o 


1626 


678 


679 


1627 


679 


680 


1628 


680 


Ool 


1629 


681 


682 


1630 


682 


683 


1631 


683 


684 


1632 


684 


685 


1633 


685 


686 


1634 


686 


687 


1635 


687 


688 


1636 


688 


689 


1637 


689 


690 


1638 


690 


691 


1639 


691 


692 


1640 


692 


693 


1641 


693 


694 


1642 


694 


695 


1643 


695 


696 


1644 


696 


697 


1645 


697 


698 


1646 


698 


699 


1647 


699 


TA A 
700 


1648 


700 


*7A1 

701 


1649 


70! 


702 


1650 


702 


/UJ 


1651 


703 


IW 


1652 


704 




1653 


705 


/uo 


1654 


706 


7H7 


10 J 0 


707 


/Uo 


1656 


708 


7flQ 
f\J7 


1£<C9 


709 


710 
/ IU 


lOJO 


710 


71 I 




71 1 


719 


I00U 


712 


/ J J 


J 001 


713 


71 A 


J 002 


714 


71 ^ 


100 J 


715 


716 


1664 


716 


717 


1665 


717 


718 


1666 


718 


719 


1667 


719 


720 


1668 


720 


721 


1669 


721 


722 


1670 


722 


723 


1671 


723 


724 


1672 


724 


725 


1673 


725 


726 


1674 


726 
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121 


1675 


727 1 


728 


1676 


728 _ 1 : 


729 


1677 


™ L_ 


730 


1678 


730 V 


731 


1679 




732 


1680 


732 


733 


1681 


733 


734 


1682 


734 


735 


1683 


735 


736 


1684 


736 


737 


1685 


737 


738 


1686 


738 


739 


1687 


739 


740 


1688 


740 


741 


1689 


741 


742 


1690 


742 ■;. 


743 


1691 


743 


744 


1692 


744 


745 


1693 


745 


746 


1694 


746 


747 


1695 


747 


748 


1696 


748 


749 


1697 


749 


750 


1698 


750 


751 


1699 


751 


752 


1700 


752 


753 


1701 


753 


754 


1702 


754 


755 


1703 


755 


756 


1704 


756 


757 


1705 


757 


758 


1706 


758 


759 


1707 


759 


760 


1708 


760 


761 


1709 


761 


762 


1710 


762 


763 


1711 


763 


764 


1712 


764 


765 


1713 


765 


766 


17)4 


766 


767 


1715 


767 


768 


1716 


768 


769 


1717 


769 


770 


1738 


770 


771 


1719 


771 


/ 11 


1720 


772 


113 


1721 


773 


774 


1722 


774 


775 


1723 


775 


776 


1724 


776 • 


111 


1725 


777 


778 


1726 


778 


779 


1727 


779 


780 


1728 


780 


78] 


1729 


781 


782 


1730 


782 
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1731 ^ 


783 




1732 k 


784 


"IOC 


1733 1 


785 


•jo/; 

786 


1734 I 


786 


/S/ 


1735 ■ 


787 


7oo 


1736 


788 


789 


1737 


789 


790 


1738 


790 


791 


1739 


791 • 


792 


1740 


792 


793 


1741 


793 


794 


1742 


794 


795 


1743 


795 


796 


1744 


796 


797 


1745 


797 


798 


1746 


798 


799 


1747 


799 


800 


1748 


800 


801 


1749 


801 


802 


1750 


802 


803 


1751 


803 


804 


1752 


804 


805 


1753 


805 


806 


1754 


806 


807 


1755 


807 


808 


1756 


808 


809 


1757 


809 


810 


1758 


810 


811 


1759 


811 


812 


1760 


812 


813 


176J 


813 


til A 

814 


1762 


814 


815 


1763 


815 




1764 


816 


817 


1765 


817 


818 


1766 


818 


819 


1767 


819 


Oft 


1768 


820 


&J.L 


1769 


821 


oZZ 


1770 


822 




1771 


823 


ftZ4 


1772 


824 




1773 


825 




1774 


826 


Oji/ 


1775 


827 


828 


1776 




829 


1777 


829 


830 


1778 


830 


831 


1779 


831 


832 


1780 


83t 


833 


1781 


833 


834 


1782 


834 


835 


1783 


835 


836 


1784 


836 


837 


1785 


837 


838 


1786 


838 
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1787 f 


839 


(MA 
o4U 


1788 | 


840 


ft /1 1 


1789 1 


841 


(MO 

o4Z 


1790 I/ 


842 


tf/i i 
o4j> 


1791 | 


843 


844 


1792 


844 


it A < 

045 


1793 


845 


o4o 


1794 


846 


847 


1795 


847 


848 


1796 


848 


849 


1797 


849 


850 


1798 


850 


851 


1799 


851 


852 


1800 


852 


853 


1801 


853 


854 


1802 


854 


855 


1803 


855 


856 


1804 


856 


857 


1805 


857 


858 


1806 


858 


859 


1807 


859 


860 


1808 


860 


861 


1809 


861 


862 


1810 


862 


863 


1811 


863 


864 


1812 


864 


865 


1813 


865 


866 


1814 


866 


867 


1815 


867 


868 


1816 


868 


869 


1817 


869 


870 


1818 


870 


871 


1819 


871 


a /J. 


1820 


872 


o/i 


1821 


873 


0/4 


1822 


874 


0*7 C 


1823 


875 


Q1£ 

a/o 


1824 


876 


of / 


1 Doe 

1825 


877 


O/O 


1826 


878 


o/7 


i on 


879 




1828 


880 


ool 




881 




1830 


882 




1 Ol 1 


883 


884 


1832 


Our 


885 


1833 


885 


886 


1834 


886 


887 


1835 


887 


888 


1836 


888 


889 


1837 


889 


890 


1838 


890 


891 


1839 


891 


892 


1840 


892 


893 


1841 


893 


894 


1842 


894 
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895 • 


1843 




896 h 


1844 


RQ£ 


897 1 


1845 


07/ 


898 


1846 


HOC 

sy& 


899 j. 


1847 


syy 


900 


1X4 ft 




901 


1K49 


oai 


902 


1 OJU 


OAO 


903 


1 OJ1 


m\i 
yUJ 


904 


1 R.57 


DA/1 


905 


103*) 






1 


yuo 


907 


I 5jj 


90/ 


9Q8 


1 H^A 




009 




rt/"lA " 

909 




la Jo 


910 


91 1 




91 1 


017 




912 


01 1 


1 DDI 


913 


Ql A 


looZ 


914 




1 50*> 


915 


016 




910 


017 


1 flAS 


917 


01 ft 


IpOO 


918 


010 

717 


1 RA7 
1 00/ 


919 




1 Rftft 


920 


071 


i soy 


921 


922 


I o /V 


922 




1 ft71 

J Of l 


y23 


924 


1 R79 


yz4 


925 


1 R71 
lor j 


mc 


926 


1 R7A 
1 o /*f 




927 


1 0 / J 




928 






929 


1877 


y^y 


930 


1878 




931 


1879 


01 1 


932 


1880 


if 3 A 


933 


1881 


Oil 


934 


1882 


934 


935 


1883 


01 


936 


1884 




937 


1885 


017 


938 


1886 


Q1R 

/JO 


939 


1887 


939 


940 


1888 


940 


941 


1889 


941 


942 


1890 


942 


943 


1891 


943 


944 * 


1892 


944 


945 


1893 


945 


946 


1894 


946 


947 


1895 


947 


948 


1896 


948 
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CLAIMS 

WHAT IS CLAIMED IS: 
5 L An isolated polynucleotide comprising a nucleotide sequence selected from the group 
consisting of SEQ ID NO: 1 - 948, a mature protein coding portion of SEQ ID NO: 1 - 948 ? 
an active domain coding protein of SEQ ID NO: 1 - 948, and complementary sequences 
thereof. 

10 2. An isolated polynucleotide encoding a polypeptide with biological activity, wherein 
said polynucleotide has greater than about 90% sequence identity with the polynucleotide of 
claim 1. 

3. The polynucleotide of claim I wherein said polynucleotide is DNA, 
15 ; 

4* An isolated polynucleotide of claim 1 wherein said polynucleotide comprises the 
complementary sequences. 

5* A vector comprising the polynucleotide of claim L 

20 

6. An expression vector comprising the polynucleotide of claim 1 . 

7, A host cell genetically engineered to comprise the polynucleotide of claim h 

25 8, A host cell genetically engineered to comprise the polynucleotide of claim 1 
operatively associated with a regulatory sequence that modulates expression of the 
polynucleotide in the host cell. 

9, An isolated polypeptide, wherein the polypeptide is selected from the group consisting 
30 of a polypeptide encoded by any one of the polynucleotides of claim 1 (i.e. SEQ ID NO: 949- 

1896). 

10. A composition comprising the polypeptide of claim 9 and a carrier. 
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11. An antibody directed against the polypeptide of claim 9. 

I 

12. A method for detecting the polynucleotide of claim 1 in a sample, comprising;!, 

a) contacting the sample with a compound that binds to and $rms a 
complex with the polynucleotide of claim 1 for a period sufficient to form the complex? and 

b) detecting the complex, so that if a complex is detected, the 
polynucleotide of claim 1 is detected. 

1 3. A method for detecting the polynucleotide of claim 1 in a sample, comprising; 

a) contacting the sample under stringent hybridization conditions with 
nucleic acid primers that anneal to the polynucleotide of claim 1 under such conditions; 

b) amplifying a product comprising at least a portion of the 
polynucleotide of claim 1 ; and 

c) detecting said product and thereby the polynucleotide of claim 1 in the 
sample. . , 

14. The method of claim 13, wherein the polynucleotide is an RNA molecule and the 
method further comprises reverse transcribing an annealed RNA molecule into a cDNA 
polynucleotide. 

15. A method for detecting the polypeptide of claim 9 in a sample, comprising: 

a) contacting the sample with a compound that binds to and forms a 
complex with the polypeptide under conditions and for a period sufficient to form the 
complex; and 

b) detecting formation of the complex, so that if a complex formation is 
detected, the polypeptide of claim 9 is detected* 

16. A method for identifying a compound that binds to the polypeptide of claim 9 ? 
comprising: 

a) contacting the compound widi the polypeptide of claim 9 under 
conditions sufficient to form a polypeptide/compound complex; and 

b) detecting the complex, so that if the polypeptide/compound complex is 
detected, a compound that binds to the polypeptide of claim 9 is identified. 
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17. A method for identifying a compound that binds tl the polypeptide of claim 9, 
comprising; i 

a) contacting the compound with the polypeptide of claim 9 ? in a cell, 
under conditions sufficient to form a polypeptide/compound complex, wherein the complex 
drives expression of a reporter gene sequence in the cell; and 

b) detecting the complex by detecting reporter gene sequence expression, 
so that if the polypeptide/compound complex is detected, a compound that binds to the 
polypeptide of claim 9 is identified. 

18. A method of producing the polypeptide of claim 9, comprising, 

a) culturing a host cell comprising a polynucleotide sequence selected 
from the group consisting of a polynucleotide sequence of SEQ ID NO: 1-948, a mature 
protein coding portion of SEQ ID NO: 1-948, an active domain coding portion of SEQ ID 
NO: 1-948, complementary sequences thereof, under conditions sufficient to express the 
polypeptide in said cell; and 

b) isolating the polypeptide from the cell culture or cells of step (a). 

19. An isolated polypeptide comprising an amino acid sequence selected from the group 
consisting of any one of the polypeptides from the Sequence Listing, the mature protein 
portion thereof, or the active domain thereof. 

20. The polypeptide of claim 21 wherein the polypeptide is provided on a polypeptide 
array. 

21. A collection of polynucleotides;, wherein the collection comprising the sequence 
information of at least one of SEQ ID NO: 1 - 948. 

22. The collection of claim 21, wherein the collection is provided on a nucleic acid array. 

23. The collection of claim 22, wherein the array detects full-matches to any one of the 
polynucleotides in the collection. 
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24. The collection of claim 22, wherein the array detects mismatches to any one of the 
polynucleotides in the collection. • 

k 

25. The collection of claim 21, whe|pin the collection is provided in a computer-readable 
5 format 

26. A method of treatment comprising administering to a mammalian subject in need 
thereof a therapeutic amount of a composition comprising a polypeptide of claim 9 or 19 and 
a pharmaceutical^ acceptable carrier, 

10 

27. A method of treatment comprising administering to a mammalian subject in need 
thereof a therapeutic amount of a composition comprising an antibody that specifically binds 
to a polypeptide of claim 9 or 19 and a pharmaceutical^ acceptable carrier. 
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